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31 One-sentence summary: A combinatorial research approach was applied primarily relying on 

32 transcriptome analysis to identify highly responsive tomato TFs and understand the molecular 

33 defensive mechanisms of the tomato-PepMV pathosystem.

34  

35 Keywords:  Solanum lycopersicum, RNA-seq, PepMV, transcription factors, C2H2 Zinc Finger, 

36 NAC, bHLH

37

38 Abbreviations 

39 DEGs: differentially expressed genes

40 TFs: transcription factors

41 PepMV: pepino mosaic virus
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42 ABSTRACT

43  Plants have evolved well-tuned surveillance systems, including perplexed defense 

44 mechanisms, to restrain pathogens. Transcription factors (TFs) are master regulators of 

45 host molecular responses against plant pathogens. While pepino mosaic virus (PepMV) 

46 constitutes a major threat to the global tomato production, there is still lack of 

47 knowledge about the key TFs that regulate host responses against the virus.

48  A combinatorial research approach was applied relying on tomato transcriptome 

49 analysis, reverse-transcription quantitative-PCR validation, phylogenetic 

50 classification, comparative analysis of structural features, cis-regulatory element 

51 mining and in silico co-expression analysis to identify a set of 11 highly responsive 

52 TFs involved in the regulation of host responses against PepMV.

53  An endemic PepMV isolate, generating typical mosaic symptoms, modified the 

54 expression of approximately 3.3% tomato genes resulting in 1,120 Differentially 

55 Expressed Genes (DEGs). Functional classification of 502 upregulated DEGs revealed 

56 that photosynthesis, carbon fixation and gene silencing were widely affected, whereas 

57 618 downregulated genes had an impact on mainly plant defense and carotenoid 

58 biosynthesis. Strikingly all 11 highly responsive TFs carried abiotic stress response cis-

59 regulatory elements, whereas 5 of them were better aligned with rice than Arabidopsis 

60 gene homologs, suggesting that plant response against viruses may predate the 

61 divergence to monocots and dicots. Interestingly, tomato C2H2 family TFs, ZAT1-like 

62 and ZF2, may have distinct roles in plant defense due to the opposite response pattern, 

63 similarly to their Arabidopsis ZAT10 and ZAT12 homologs.

64  These highly responsive TFs set the basis to study in deep the molecular responses of 

65 tomato-PepMV pathosystem, opening a perspective to better comprehend viral 

66 infections.
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67 INTRODUCTION

68 Tomato (Solanum lycopersicum) is an important vegetable of high economic value due to its taste, 

69 high-yield and elevated content of beneficial to human health compounds (Martinez-Valverde et 

70 al., 2002). Tomato plants are susceptible to various pathogens that compromise both fruit yield 

71 and quality. Viral diseases constitute a major threat due to practical restrictions regarding their 

72 control (Hanssen et al., 2010). Viruses have a great potential to quickly evolve and adapt under 

73 natural selection pressure due to their large population size, short generation time and high rates 

74 of mutations or recombination events (Moya et al., 2004; Hanssen et al., 2010). The spread of 

75 newly evolved strains constitutes a constant threat to modern agriculture. 

76

77 Up to date, more than 312 viral species, including satellite viruses and viroids, have been reported 

78 to infect tomato (Rivarez et al., 2021). Pepino mosaic virus (PepMV) together with the tomato 

79 yellow leaf curl virus (TYLCV), tomato torrado virus (ToTV) and tomato brown rugose fruit virus 

80 (ToBRFV) have recently emerged mostly in greenhouses with a devasting impact on tomato global 

81 production (Hančinský et al., 2020; Hanssen et al., 2010). PepMV belongs to the Potexvirus genus 

82 of the Alphaflexiviridae family (Virus Taxonomy: 2019 Release, ictvonline.org) and was first 

83 reported in 1980 on pepino (Solanum muricatum) in Peru (Jones et al., 1980). Twenty years after 

84 the initial report on tomato infections in the Netherlands, PepMV has become a major pathogenic 

85 threat for greenhouse grown tomatoes worldwide (Hanssen et al., 2009; Alcaide and Arranda, 

86 2021).

87

88 PepMV has a positive sense single stranded RNA genome of approximately 6400 nucleotides long 

89 that contains five open reading frames (ORFs), including an RNA-dependent RNA polymerase 

90 gene (RdRp), a triple gene block (TGB) and a coat protein gene (CP) (Hanssen and Thomma, 

91 2010). Five PepMV strains have been reported with a sequence identity ranging from 78% to 95%: 

92 the original Peruvian (LP), the European (EU), the American (US1), the Chilean (CH2) and the 

93 new Peruvian (PES) (Hanssen and Thomma, 2010; Moreno-Pérez et al., 2014). Since its first 

94 appearance, PepMV has been rapidly established in most tomato producing countries. Within a 

95 short-time period, PepMV outbreaks were reported in the EU, UK, China, Canada and the USA 

96 (Hanssen and Thomma, 2010). Initially, these reported outbreaks were related with the EU strain, 

97 causing a rather mild series of symptoms. However, studies on the genetic structure of PepMV 
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98 populations in several European countries revealed that although the EU strain was presumed to 

99 be dominant, the occurrence of other PepMV genotypes or mixed infections also became 

100 frequently reported (Hanssen and Thomma, 2010). Even though the CH2 strain was evident in 

101 Europe since 2006, mixed infections by both the EU and CH2 strains were also reported in tomato 

102 crops (Hanssen et al., 2008; Hanssen and Thomma, 2010). Then a shift in PepMV populations was 

103 gradually observed all over Europe, as the EU strain was likely overtaken by the CH2 one (Hasiów-

104 Jaroszewska et al., 2009; Hanssen and Thomma, 2010). This probably originated from a biological 

105 advantage of CH2 strain over the EU, due to CH2 ability to spread more rapidly (Hanssen et al., 

106 2008; Hanssen and Thomma, 2010).

107

108 Typically, PepMV causes a wide range of symptoms, with fruit marbling being the most common 

109 and economically important symptom (Spence et al., 2006). In addition, fruit discoloration, open 

110 fruit, nettle-heads, leaf blistering or bubbling, leaf chlorosis and yellow angular leaf spots, leaf 

111 mosaic and leaf or stem necrosis have been also associated with PepMV infections (Hanssen and 

112 Thomma, 2010). The severity of PepMV symptoms likely depends on the environmental 

113 conditions, as well as on the genetic features of the viral strains. Even minor nucleotide sequence 

114 differences between isolates of the same genotype have been associated with enhanced 

115 pathogenicity and severe symptoms (Hanssen and Thomma, 2010).

116

117 To cope with numerous pathogens, plants have developed a compendium of well-tuned 

118 surveillance systems, including a sophisticated genetically controlled defense mechanism. 

119 Successful defense relies on the well-timed and rigorous detection of the invading pathogen and 

120 the subsequent induction of response pathways to avert pathogen attack. Transcriptional 

121 reprogramming is a major part of plant defense response modulating a myriad of complex 

122 molecular, biochemical, and physiological changes that occur in a highly synchronized manner 

123 largely governed by transcription factors (TFs) (Moore et al., 2011). TFs are master regulators of 

124 gene expression controlling a plethora of biological processes including defense and stress 

125 responses (Tsuda and Somssich, 2015; Sukumari Nath et al., 2019). Previous studies have 

126 identified several TFs implicated in regulating the expression of plant defense responsive genes 

127 (Moore et al., 2011; Tsuda and Somssich, 2015; Sukumari Nath et al., 2019). While significant 

128 progress has been made in terms of high-throughput analysis of tomato gene expression post 
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129 PepMV infection (Hanssen et al., 2011), the role of TFs that control the host’s response remains 

130 largely unknown.

131

132 Currently, tomato intensive cultivation, together with climate instability, promotes the outbreak 

133 and dominance of biotic threatening agents. The most successful management strategy against 

134 viral pathogens is through the application of preventive methods, given that the introduction of 

135 genetic resistance in the plant host is time consuming, and cross-protection can be effective only 

136 under well-defined and controlled conditions. Moreover, the exact defensive mechanisms of the 

137 plant to overcome the disease are not completely understood. Thus, it is urgent to comprehend the 

138 molecular networks controlling tomato responses against viral infections. The strain of PepMV, 

139 alongside the environmental conditions, are the two most significant parameters affecting the 

140 severity of disease symptoms. Herein, we report the transcriptome response of tomatoes against 

141 PepMV infection by applying an RNA-seq approach to seek for differentially expressed 

142 transcription factors (DETFs). This led to the identification of a subset of tomato highly 

143 differentiated DETFs. Phylogenetic, structural and functional analysis of the DETFs showed that 

144 they are highly conserved among vascular plants. Moreover, the highly differentiated DETFs 

145 contained defense related elements in their regulatory regions. Our analysis reveals a subset of 

146 tomato TFs with altered expression upon PepMV infection and broadens the practical implications 

147 towards breeding of virus resistant crops.
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148 MATERIALS AND METHODS

149 Plant material and growth conditions

150 Tomato (Solanum lycopersicum) Belladonna F1 hybrid seeds were planted in plastic pots 

151 containing Potgrond P, a natural turf mixture (Klasmann-Deilmann GmbH, Geeste, Germany), and 

152 grown at 22 °C in a Fitotron (Weiss Gallenkamp, Loughborough, UK) growth chamber under a 

153 long day photoperiod with 16 h of light and 8 h of darkness per day and 100 μmol m–2 s–1 light 

154 intensity.

155

156 Virus isolate and mechanical inoculation of tomatoes for transcriptome analysis

157 The TomCr3 isolate of PepMV was obtained from naturally infected tomato plants in 2019 grown 

158 in a greenhouse in Ierapetra area of Crete island in Southern Greece (35.0119° N, 25.7407° E). 

159 The virus was preserved in the laboratory through serial mechanical inoculations of tomato plants 

160 (Solanum lycopersicum L., hybrid Belladonna). The presence of PepMV was verified by enzyme-

161 linked immunosorbent assay (ELISA) with an antibody prepared by Agdia, Inc., and by reverse 

162 transcription polymerase chain reaction (RT-PCR) as previously described (Ling et al., 2008). 

163 Mechanical inoculations of tomato plants were performed by rub inoculation onto young leaves at 

164 the fourth leaf stage. PepMV inoculum was prepared by grinding 0.5 g of TomCr3 infected leaves 

165 in 5 mL of mechanical inoculation buffer (0.1M (Na2HPO4/KH2PO4) pH 7.4, 0.2% w/v Na2SO3). 

166 The leaf extract was centrifuged at 1,000 x g for 5 s, 1.5 ml of the supernatant was transferred to 

167 an Eppendorf tube which contained 0.2 g Silicon Carbide - 400 mesh (Merck KGaA) and was 

168 vortexed thoroughly. A volume of 25 μL PepMV inoculum was placed onto the second leaf of 

169 each plant (the inoculum was vortexed every 3 plants) and was rubbed with sterile hydrophobic 

170 cotton. After 3 min the leaf was rinsed with tap water. Mock inoculations were performed with the 

171 same procedure by using healthy tomato leaves for the inoculum and were used as a control. When 

172 initial symptoms of PepMV infection became visible on the inoculated tomato plants, 10 days post 

173 inoculation (dpi), Exactly 10 days post inoculation (dpi), approximately 0.1 g of tissue was cut 

174 from the upper (non-inoculated) two or three leaves of each plant. The material was immediately 

175 frozen in liquid nitrogen and stored at -80°C until further processing. 

176

177 RNA Extraction, RNA Sequencing and Transcriptome Analysis 
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178 RNA preparation and RNA-seq analysis were performed as previously described (Daras et al., 

179 2019). Briefly, total RNA was extracted using the Direct-zol RNA Miniprep kit (Zymo research, 

180 Irvine, CA, USA) with an on-column DNase treatment according to the manufacturer’s 

181 instructions from control and PepMV infected tomato tissues. The quantity and quality of RNA 

182 were assessed using a NanoDrop ND-1000 spectrophotometer (Thermo Fischer Scientific, 

183 Waltham, MA, USA) and agarose gel electrophoresis. 

184

185 RNA-seq libraries were generated using the TruSeq Low Input kit according to the manufacturer’s 

186 instructions (Illumina). Sequencing was performed on BGISEQ-500 platform instrument at BGI 

187 (Beijing Genomics Institute, Shenzhen, China). Raw reads were filtered into clean reads and 

188 aligned to the tomato genome (GCF_000188115.3_SL2.50_ncbi_20180905). RNA-seq data were 

189 analyzed using the SOAPnuke (version v.1.5.2) with parameters “-n 0.001 -l 20 -q 0.4 -A 0.25” 

190 and the HISAT2 pipeline (version 2.0.4) with parameters ‘‘--phred33 --sensitive --no-discordant 

191 --no-mixed -I 1 -X 1000″. Approximately 130 million reads were obtained for the control or 

192 PepMV infected samples. On average, about 95% of the clean reads could be unambiguously 

193 aligned to the SL2.50 reference genome sequence. For the detection of differentially expressed 

194 genes (DEGs), clean reads were mapped to the reference genome with Bowtie2, and then the gene 

195 expression level was calculated with RSEM with default parameters. Statistical analysis of 

196 differential gene expression was conducted utilizing Poisson Distribution (Audic and Claverie, 

197 1997) with fold change parameters greater than 2 and an FDR value ≤ 0.001. Heatmaps of the 

198 DEGs were constructed with Perseus software (version 1.6.8.0) using Euclidean distancing with 

199 average linkage and without any constraints in the algorithm.

200

201 Reverse-Transcription qPCR Analysis

202 Reverse transcription (RT) was performed on 1 μg of total DNA-free RNA using Invitrogen 

203 SuperScript IV VILO Master Mix (Thermo Fisher scientific, Waltham, MA, USA). Quantitative 

204 gene expression analysis was performed using gene specific primers (Table S1) with a PikoReal 

205 96 Real-Time PCR System (Thermo Scientific, Waltham, MA, USA) using the SYBR Select 

206 Master Mix (Applied Biosystems, Waltham, MA, USA). For RT-qPCR analysis, Glyceraldehyde-

207 3-phosphate dehydrogenase (GAPDH) was chosen as a housekeeping gene and the control plants 

208 were used as internal calibrators (Tsitsekian et al., 2021). Quantification of gene expression was 
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209 calculated as the expression of the gene of interest relative to GAPDH expression based on 2-ΔCt 

210 method as previously described (Tsitsekian et al., 2021). The fold change was calculated by the 2-

211 ΔΔCt method as previously described (Ioannidi et al., 2016).

212

213 Homologs identification, sequence alignment and phylogenetic analysis 

214 The analysis was performed as previously described (Tsitsekian et al., 2019), with slight 

215 modifications. To identify and retrieve the tomato DETFs homolog genes of Arabidopsis and rice, 

216 BLASTP searches were conducted using the tomato DETF protein sequences as the query search 

217 in the publicly available Phytozome database v.13 (https://phytozome-next.jgi.doe.gov/, 

218 Accessed: May 2021). Multiple sequence alignment of the identified amino acid sequences were 

219 performed by the ClustalX 1.83 software. The results were exported as GCG/MSF format and 

220 analyzed using the GeneDoc MFC Application version 2.6.0.2. The visualization of the 

221 phylogenetic trees was made by the Interactive Tree of Life (http://itol.embl.de) online platform.

222

223 Bioinformatics resources for in silico analysis

224 Gene ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways 

225 enrichment were performed using the DAVID tools database (Huang et al., 2009a; 2009b). For 

226 protein conserved motifs analysis, the MEME-suite (Bailey et al., 2015) was used with default 

227 settings. To identify the cis-elements within the promoter regions of the transcription factors the 

228 PlantCARE database was applied (Lescot et al., 2002). The gene co-expression analysis of the 

229 Arabidopsis homologs and the functional enrichment analysis of the resulting gene network were 

230 performed by utilizing the STRING database (v.11.5; https://string-db.org/).

231

232 Data availability

233 The transcriptomic data of the tomato-PepMV pathosystem has been deposited in the Gene 

234 Expression Omnibus database at the National Center for Biotechnology Information (NCBI) under 

235 the accession number GSE203627.
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236 RESULTS

237 PepMV infection resulted in alterations of tomato gene expression

238 An endemic PepMV isolate causing typical leaf mosaic symptoms, hereafter called TomCr3, was 

239 obtained from greenhouse grown tomatoes (Fig. 1A). An experimental system was developed 

240 inoculating tomato plants with the TomCr3 isolate and collecting leaf tissues for transcriptome 

241 analysis 10 days post inoculation, when the symptoms became visible. Mechanical inoculations of 

242 tomato hybrid line Belladonna F1 plants were performed by applying a TomCr3 extract onto the 

243 first emerging leaf. To verify that the symptoms were caused by TomCr3 isolate, molecular 

244 analysis of the TGB2 and TGB3 genes, known to be expressed by a single subgenomic PepMV 

245 RNA segment, was performed (Fig. 1B). The PCR amplification of the reverse-transcribed viral 

246 genomic RNA revealed the predominant expression of these two genes in the infected tissues. 

247 Furthermore, multiple-sequence alignment of the TGB2 and TBG3 genes verified that TomCr3 is 

248 a PepMV isolate (Figure S1).

249

250 To gain further insights into the molecular mechanisms controlling tomato defense response, 

251 transcriptome analysis of PepMV infected and control plants was performed. RNA-sequencing 

252 (RNA-seq) data analysis resulted in an average of 125M clean reads (Table S2A). Given that the 

253 tomato genome encodes for 34,075 genes, the total genes identified by the analysis were 

254 approximately 22,900 for the control and 22,500 for PepMV infected plants, which corresponded 

255 to 31,300 and 30,200 transcripts, respectively (Table S2B). Overall, these quality metrics of the 

256 RNA-seq approach demonstrated an efficient coverage of the tomato genome. The parameters of 

257 false discovery rate (FDR) and log2 FC were set to FDR < 0.001 and log2 FC ≥ 1 or ≤ -1, 

258 respectively, to screen for differentially expressed genes (DEGs; Figure S2). These selection 

259 criteria permit the identification of genes with a significant change of ≥2 fold in terms of expression 

260 compared to the control. The analysis revealed 1,120 DEGs, which is equal to approximately 3.3% 

261 of the tomato genes (Fig. 2A; Table S3A). This relatively small number of genes potentially 

262 indicates a specific response of the tomato transcriptome against PepMV infection.

263

264 Based on the response pattern, the DEGs were categorized in two groups (Fig. 2 A,B). The first 

265 group consisted of genes whose expression was upregulated by the virus infection and included 

266 502 genes. The second group contained 618 genes that were downregulated upon PepMV 
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267 infection. Interestingly, these significant responsive genes highlighted a series of distinct 

268 biological processes that were affected during the viral infection. The Gene Ontology (GO) and 

269 Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways enrichment analyses that were 

270 performed for the upregulated genes, revealed that photosynthesis, carbon fixation and post-

271 translational gene silencing (PTGS) were the most prominent enriched terms (Fig. 2C). On the 

272 contrary, plant defense response, ABA signaling or response, carotenoid biosynthesis and the 

273 activity of transcription factors were among the most highly enriched terms within the genes that 

274 were downregulated (Fig. 2D). These results are consistent with the data of previous studies 

275 relying on microarray analysis of PepMV infected tomato plants (Hanssen et al., 2011). Likewise, 

276 photosynthesis and PTGS were reported to be particularly induced upon PepMV infection, 

277 whereas the biosynthesis of carotenoids and the defense related responses were significantly 

278 hampered. Taken together, our results are in agreement with previous reported data supporting the 

279 accurate analysis of tomato transcriptome reprogramming upon PepMV infection. 

280    

281 A subset of tomato TFs was substantially responsive against PepMV infection

282 As TFs are central regulatory hubs of the host transcriptome that respond against biotic stress 

283 factors, a deep analysis of the RNA-seq data was performed to comprehend the molecular networks 

284 that control tomato responses against PepMV infection. As TFs are central regulatory hubs of the 

285 host transcriptome responding against biotic stress factors, a deep analysis of the RNA-seq data 

286 was performed to identify the TFs that show differential expression and subsequently to 

287 comprehend the molecular networks that control tomato responses against PepMV infection. 

288 Targeted analysis for TFs applying the initial cutoffs (-1 ≥ log2FC (PepMV/Control) ≥ 1, FDR ≤ 

289 0.001) identified 84 differentially expressed TFs (DETFs), of which 38 were upregulated and 46 

290 were downregulated upon PepMV infection (Fig. 3A; Figure S2; Table S3B). Given that the TFs 

291 showing the highest alterations in terms of gene expression would be most likely involved in the 

292 regulation of host’s responses against the virus, a set of most strict selection criteria was applied. 

293 These parameters excluded genes that showed a fold change of expression lower than 3 (-1.59 ≥ 

294 log2FC (PepMV/Control) ≥ 1.59) or a relatively low expression level (FPKM < 5), leading to the 

295 identification of 11 highly responsive TFs (Fig. 3B; Figure S2). Notably, these TFs were 

296 categorized in 7 distinct families that were further divided in almost two halves. The group of 

297 upregulated TFs consisted of 5 members, whereas the rest of 6 TFs were downregulated, upon 
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298 PepMV infection (Fig. 3C, D). The NAC family was represented by three TFs, of which a pair was 

299 upregulated, whereas JA2L was downregulated. The expression of two bHLH TFs, namely 

300 bHLH81 and bHLH87, was reduced. While ZAT1-like, a member of C2H2 TFs, was induced upon 

301 PepMV infection, the expression level of another member, ZF2, was reduced. The remaining 4 

302 DETFs were single members of the growth regulating factors (GRF), B3, ethylene responsive 

303 factors (ERF) and bZIP families.

304

305 Given the great difference of these TFs expression upon PepMV infection compared to control 

306 plants, a reverse-transcription quantitative polymerase chain reaction (RT-qPCR) method was 

307 applied to validate their highly responsive pattern. Interestingly, RT-qPCR analysis supported the 

308 classification of these TFs into a group of 5 upregulated genes that included two members, 

309 Solyc02g093420 and GRF4, that exhibited an almost 5-fold induction and into a second group of 

310 6 downregulated genes including JA2L and TAF-1-like that showed the highest reduction of 

311 expression (Fig. 4A). Moreover, the expression pattern of all 11 DETFs was almost identical 

312 between both experimental approaches (Fig. 4B). As shown by the fold change of each gene 

313 expression, the RT-qPCR analysis further confirmed the accuracy and repeatability of RNA-seq 

314 data acquisition. Taken together, the application of stringent selection criteria led to the 

315 identification of 11 highly responsive TFs in the tomato-PepMV pathosystem by distinct but 

316 complementary gene expression analysis approaches, which most likely modulate critical host 

317 responses against the viral pathogen infection.

318

319 The evolutionary relationships of tomato DETFs in model plant species

320 Rice (Oryza sativa) and Arabidopsis thaliana are representative model organisms of monocot and 

321 dicot plant species, respectively. Their genome is often used as a reference to monitor the evolution 

322 of homologous genes. Hence, a wide-genome BLAST query was performed to identify the highly 

323 homolog counterparts of the responsive tomato TFs against PepMV infection (Table S4). To 

324 understand the evolutionary history of the tomato TFs, a phylogenetic tree (Fig. 5 left panel) was 

325 constructed and aligned with the exon-intron structure of the genes (Fig. 5 middle panel). In most 

326 cases, the intron length of the tomato genes was relatively longer compared to rice and 

327 Arabidopsis. Moreover, this complementary approach revealed that in terms of homology, the 

328 tomato TFs were categorized into two subgroups. The first subgroup included 5 TFs that were best 
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329 aligned with the rice counterparts. These tomato TFs according to their tag numbers were [1], [2], 

330 [3] and [4], which were induced by PepMV infection, and [6] whose expression was reduced. The 

331 second subgroup consisted of 6 tomato TFs, which were highly homologous with the Arabidopsis 

332 counterparts. Most of these were downregulated, namely [7], [8], [9], [10] and [11], whereas only 

333 one [5] was stimulated upon the viral infection. Interestingly, the analysis revealed that the origin 

334 of the first subgroup of tomato TFs is most likely defined before the evolutionary divergence 

335 between the monocot and dicot species in angiosperms. These results are consistent with previous 

336 phylogenetic analyses demonstrating that nearly half of the Arabidopsis and rice TFs can be 

337 classified into clear orthologous groups supporting the notion that they originate from a common 

338 ancestor of the monocot and dicot species (Xiong et al., 2005).

339

340 In addition to the phylogenetic classification, the TF homologs were further analyzed based on the 

341 diversification of strongly conserved amino acid motifs within the members of each family (Table 

342 S5). Strikingly, 4 out of the 7 families of TFs showed evident differences between the homolog 

343 gene members within the family (Fig. 5 right panel). In the ERF family, the tomato DREB3 TF, 

344 like its Arabidopsis homolog, contained three conserved motifs. This is in contrast to the rice 

345 counterpart, which had only two motifs. Surprisingly, some of the tomato TFs classified in the 

346 remaining 3 families included members that showed higher structural homology to the rice 

347 counterparts contrary to the other tomato members of the family that were more similar to the 

348 dicotyledonous homologs of Arabidopsis. In particular, GRF4, belonging to the GRF family, 

349 contained three distinct conserved motifs similar to its rice monocot homolog, but it deviated from 

350 the dicot homolog of Arabidopsis, which bore just a pair of motifs. A somehow similar structural 

351 representation was evident within the families of tomato bHLH and NAC TFs that included two 

352 and three highly responsive TFs, respectively. The tomato bHLH81, which grouped best with its 

353 rice homolog, had two motifs, whereas the tomato bHLH87 contained one more rising to three 

354 motifs like the Arabidopsis homolog. Likewise, two tomato TFs members of the NAC family, with 

355 [2] and [4] as tag numbers, showed higher similarity to the rice monocot homologs and bore one 

356 motif in the polypeptide sequence more than the tomato JA2L TF, which had two motifs similar to 

357 the dicot Arabidopsis homologs. In line with the phylogenetic analysis, the divergence in terms of 

358 the conserved structural motifs further supports that few of the tomato TFs derived from the 

359 common ancestor that existed before the divergence between monocot and dicot plant species.
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360

361 The tomato TFs have a potential enhanced response capacity to stress and defense 

362 Regulatory elements are specific nucleotide motifs located at the promoter sequence that control 

363 gene expression in a temporal, spatial, and/or cell type-specific manner. As the tomato TFs 

364 responded to the viral infection, a comparison of their genomic regulatory regions, which cover 

365 2000-bp upstream of the translation initiation site, was performed to understand the molecular 

366 basis of these genes’ expression. Remarkably, a number of cis-acting regulatory elements related 

367 to stress or defense related hormone response were found (Fig. 6A; Table S6). The ABA and 

368 abiotic stress responsive ABRE element were identified in the promoter regions of all highly 

369 responsive tomato TFs. The SA-responsive (TCA-element) and JA-responsive elements (CGTCA-

370 motif and TGACG-motif) were also abundant in the promoter regions of 3 and 9 genes, 

371 respectively. The ethylene responsive ERE motif or the wounding response WUN-motif were 

372 present in the promoters of 8 genes. Several W-boxes were identified in the promoters of 7 genes, 

373 indicating that these genes might be regulated by WRKY, whereas the TC-rich repeat defense and 

374 stress response element was identified in 4 promoter regions. Taken together, these results 

375 supported the notion that stress responsive cis-regulatory elements involved in defense or stress 

376 responses are overrepresented in the promoters of the tomato highly responsive genes against 

377 PepMV infection.

378

379 Since an adequate degree of gene homology was identified between tomato and Arabidopsis and 

380 given that a plethora of experimental data available for Arabidopsis, a query for gene co-expression 

381 networks was performed relying on the Arabidopsis homologs (Fig. 6B). This approach led to a 

382 hub of transcriptional regulators ZAT6, ZAT10 and ZAT12, comprised of the C2H2 zinc finger 

383 gene family. The network also included two ribonuclease H-like superfamily proteins CAF1a and 

384 CAF1b, the pathogen-induced transcription factors WRKY33 and WRKY40, the Calcium-binding 

385 EF-hand family protein At4g27280 and At4g29780 which encodes for a nuclease. Intriguingly, 

386 based on the tomato transcriptome analysis, ZAT1-like the homolog of Arabidopsis ZAT12 was 

387 induced upon the infection of PepMV, whereas the expression of ZF2 was downregulated. This 

388 could possibly reflect different roles between Arabidopsis ZAT12 and the Arabidopsis homologs 

389 of tomato ZF2, namely ZAT10 and ZAT6. Genetic and gene expression evidence in Arabidopsis, 

390 support that the function of ZAT10 may be linked to ZAT12 during stress but possibly ZAT10 
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391 could be not only an activator, but also a transcriptional suppressor modulating the activation of 

392 defense responses during different stresses, as well as stress combinations (Mittler, 2006). 

393 Moreover, the Arabidopsis based approach highlighted the role of tomato TFs in defense and stress 

394 response. Functional enrichment analysis of the gene co-expression network showed that the Gene 

395 Ontology (GO) biological process enriched terms were associated with plant defense or with 

396 response to stress factors (Fig. 6C). Concerning the Cellular Component (CC) terms analysis, two 

397 processes tightly linked with gene expression regulation were overrepresented: the nucleus and the 

398 P-bodies (processing bodies), which are cytoplasmic protein complexes involved in the 

399 degradation and translational arrest of mRNA. In terms of Molecular Function (MF) term a sole 

400 term was enriched related to the DNA-binding transcription factor activity. Overall, these results 

401 support the notion that the responsive TFs most likely drive the reprogramming of tomato 

402 transcriptome to cope with a viral attack.
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403 DISCUSSION

404 Tomato is a worldwide highly consumed vegetable and a major dietary source of mainly 

405 antioxidants, which have been linked to many health benefits. Tomato intensive cultivation, 

406 together with climate instability, promotes the outbreak and dominance of biotic threatening 

407 agents. Nowadays, viruses have become a critical threat to greenhouse grown tomato cultivars and 

408 thus it is considered extremely difficult to apply a successful crop protection protocol. PepMV has 

409 a severe impact on fresh-market tomato production and is a major disease of greenhouse tomato 

410 crops globally. The strain of PepMV, alongside the environmental conditions, are the two most 

411 significant parameters affecting the severity of disease symptoms. Currently, the most successful 

412 management strategy against viral pathogens is through the application of preventive methods, 

413 given that the introduction of genetic resistance in the plant host is time consuming, and cross-

414 protection can be effective only under well-defined and controlled conditions. Moreover, the exact 

415 defensive mechanisms of the plant to overcome the disease are not completely understood. Thus, 

416 it is urgent to comprehend the molecular networks controlling tomato responses against viral 

417 infections. 

418

419 Tomato is a worldwide highly consumed vegetable and a major dietary source of mainly 

420 antioxidants, which have been linked to many health benefits. Nowadays, viruses have become a 

421 critical threat to greenhouse grown tomato cultivars and thus it is considered extremely difficult to 

422 apply a successful crop protection protocol. PepMV has a severe impact on fresh-market tomato 

423 production and is a major disease of greenhouse tomato crops globally. Upon a pathogen attack, 

424 the plant host responds through reprogramming its transcriptome to cope with the infection. TFs 

425 are master regulators of host molecular responses against various pathogens. While tomato 

426 transcriptomic responses have been previously reported upon PepMV infection by applying 

427 microarrays (Hanssen et al., 2011), there is still lack of knowledge about key TFs that could be 

428 involved in host response against the virus. To fill this gap, NGS-based RNA-Seq was applied as 

429 a hyper-analytical complementary approach to identify TFs, which generally are expressed in low 

430 levels. The experimental design relied on the efficient implementation of an infection system of 

431 tomato plants by an endemic isolate of PepMV, producing reproducible results and leading to a 

432 coordinated sequence of symptom emergence.

433

Page 20 of 83Manuscript submitted to editorial office



For Peer Review

17

434 Our transcriptomic analysis revealed that the expression of about 3.3% of genes composing the 

435 tomato genome was modified upon virus infection, corresponding to 1,120 DEGs. Classification 

436 of these genes in functional categories revealed that 502 genes, which showed stimulation of gene 

437 expression, were mainly categorized in biological processes associated with photosynthesis, 

438 carbon fixation and post-transcriptional gene silencing (PTGS). However, the most highly 

439 enriched terms within the 618 downregulated genes were related to plant defense response, ABA 

440 signaling or response, carotenoid biosynthesis and the activity of transcription factors. 

441 Interestingly, these results are in conjunction with the data of a previous tomato GeneChip array 

442 analysis (Hanssen et al., 2011). In particular, photosynthesis, defense response, RNA silencing and 

443 carotenoid biosynthesis, likely responsible for the marbled leaf phenotype which is typical for a 

444 mosaic disease, were also among the biological processes that were previously reported. This tight 

445 correlation between both technical approaches demonstrates the core tomato responses against 

446 PepMV infection and opens the way to elucidate the network of TFs being responsive upon the 

447 viral attack.

448

449 In total 84 TFs were responsive against TomCr3 infection, showing either a two-fold induction 

450 (38 TFs) or repression (46 TFs) in terms of gene expression. For the sake of a better overview, the 

451 focus of the analysis was put to distinguish TFs that were highly responsive. By setting strict 

452 selection criteria, the list of TFs with a fold change of transcriptional response greater than three 

453 ended to 5 upregulated and 6 downregulated TFs classified in 7 families. The response pattern of 

454 these TFs was also confirmed by RT-qPCR analysis. A phylogenetic classification distinguished 

455 5 tomato TFs that were highly homologous with the rice counterparts, whereas the rest of 6 tomato 

456 TFs were closer to the Arabidopsis homologs, showing the formation of distinct orthologous pairs. 

457 Interestingly, phylogenetic analysis of all Arabidopsis and rice TFs revealed that approximately 

458 half of these are classified into orthologous groups, supporting the idea that orthologous TFs may 

459 have conserved fundamental functions between monocots and dicots (Xiong et al., 2005). 

460 Likewise, the sorting of tomato TFs may suggest that these regulators of gene expression upon a 

461 viral attack possibly originated early in the evolutionary history of higher plants, before the 

462 divergence between monocot and dicot species in angiosperms that likely occurred 150 million of 

463 years ago (Pires and Dolan, 2012). 

464
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465 Promoter analysis of the highly responsive TFs revealed that all contained defense and stress 

466 response regulatory elements within their promoter sequences. Recent reports support the 

467 functional involvement of these tomato TFs in defense or abiotic stress responses. In our analysis 

468 the expression of Jasmonic Acid 2-Like (JA2L) was suppressed upon PepMV infection. JA2L 

469 together with its homolog JA2 (Jasmonic Acid 2) belong to the NAC family of TFs. There are 

470 reports demonstrating that both these NAC TFs are involved in the pathogen-triggered stomatal 

471 movement upon tomato pathogen attack (Du et al., 2014). Upon perception of pathogen infection, 

472 plants close stomata, a response, which is referred to as “stomatal defense” and is an integral part 

473 of plant innate immunity (Melotto et al., 2006; Du et al., 2014). Likewise, viral infections are 

474 strongly associated with a reduction in stomatal density and stomatal closure, thus appear to 

475 negatively affect transpiration most likely to reduce viral movement around the host (Murray et 

476 al., 2016; Manacorda et al., 2021). 

477

478 Many pathogens use effectors to counteract stomatal defense, reopen plant stomata and facilitate 

479 their entry into the plant leaf((Melotto et al., 2006; Du et al., 2014). Coronatine (COR) is a toxin 

480 produced by a bacterial pathogen, Pseudomonas syringae pv tomato DC3000 (DC3000), and is 

481 essential for the virulent strain for stomatal reopening and to overcome apoplastic defenses, 

482 including the SA-mediated defense (Melotto et al., 2006). COR is a structural and functional mimic 

483 of Jasmonic Acid (JA) and has been reported that COR hijacks the JA signaling pathway to 

484 suppress plant defenses, including stomatal reopening and apoplastic defenses, through a hormonal 

485 crosstalk (Du et al., 2014). Consequently, JA2 acts in the ABA-mediated stomatal closure, whereas 

486 JA2L functions in COR/JA-mediated stomatal reopening process (Du et al., 2014). On the basis of 

487 these observations, it appears reasonable to assume that downregulation of JA2L expression in 

488 virus infected tomato plants is most likely attributed to prevent stomatal reopening. Despite an 

489 effect on stomatal density, there is evidence that plant infection by viruses may regulate stomatal 

490 conductance most likely due to reduction in stomata aperture (Chaerle et al., 2006; Aguilar et al., 

491 2017; Manacorda et al., 2021). Consequently, tomato potentially responds by a JA2L-mediated 

492 stomata closure mechanism, albeit this could be an indirect effect driven by disturbed hormonal 

493 homeostasis. Nevertheless, further experiments are required to clarify whether stomatal closure is 

494 a bona fide defense response by the plant against viruses or is a beneficial to the virus 

495 reaction.Therefore, tomato potentially applies a defensive response against PepMV infection by a 
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496 JA2L-mediated stomata closure mechanism to slow down transpiration, increase water use 

497 efficiency and reduce viral movement. 

498

499 Despite JA2L, the expression of bHLH81 and DREB3A TFs was also substantially reduced in 

500 PepMV infected tomato plants. Intriguingly, the Arabidopsis homologs of both tomato bHLH81 

501 and DREB3A genes responded differently upon a bacterial infection. The expression pattern of 

502 FBH3, an Arabidopsis homolog of tomato bHLH81, was induced upon DC3000 infection. 

503 Furthermore, FBH3 subsequently regulated the expression of a group of downstream TFs that were 

504 also induced upon bacterial infection (Lewis et al., 2015). TINY2, the functional homolog of 

505 DREB3A in Arabidopsis, has been reported to be rapidly induced upon abiotic challenges such as 

506 cold, drought, mechanical wounding and salinity (Wei et al., 2005). In addition, TINY2 was also 

507 induced upon ABA treatment. The opposite expression response pattern of bHLH81 and DREB3A 

508 potentially highlights distinct plant defensive strategies against viral and bacterial plant pathogens 

509 or environmental ques.

510

511 An Arabidopsis-based approach revealed a co-expression interaction network among tomato TFs 

512 of the C2H2 zinc finger gene family. The tomato ZAT1-like, homolog of Arabidopsis ZAT12, was 

513 induced upon PepMV infection, whereas the expression of tomato ZF2, which is homologous to 

514 Arabidopsis ZAT10 and ZAT6 TFs, was downregulated. Remarkably, the in silico analysis revealed 

515 that the Arabidopsis homologs of the C2H2 zinc finger gene family, namely ZAT10 (At1g27730), 

516 ZAT6 (At5g04340) and ZAT12 (At5g59820), formed a single hub of gene expression regulators.  

517 Nevertheless, these plant homologs have been previously documented to possess potential distinct 

518 roles in plant defense or abiotic stresses. A similar expression pattern was observed, when ZAT10 

519 and ZAT12 were induced upon abiotic stresses in Arabidopsis, suggesting that both TFs could 

520 share common functions in stress response (Mittler et al., 2006). However, characterization of 

521 ZAT10 and ZAT12 transgenic lines of Arabidopsis subjected to abiotic stresses revealed an 

522 interesting functional response of mainly ZAT10. Plants overexpressing ZAT12 showed a tolerant 

523 phenotype upon osmotic stress, contrary to ZAT12 knockout lines, supporting the positive role of 

524 ZAT12 against stress conditions (Davletova et al., 2005). Likewise, overexpression of the Brassica 

525 carinata ZAT12 homolog (BcZAT12) in transgenic tomato plants conferred drought resistance and 

526 suppression of the oxidative stress caused by heat-shock treatment (Shah et al., 2013; Krishna et 
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527 al., 2021). In striking contrast, ZAT10 overexpression or knockout led to tolerant transgenic plants 

528 against mainly abiotic stresses compared to the wild-type (Mittler et al., 2006).  These observations 

529 jointly suggest that while Arabidopsis ZAT12 acts as a transcriptional activator, Arabidopsis 

530 ZAT10 can either act as a positive or a negative regulator of the defense related genes (Mittler et 

531 al., 2006). Our results are consistent with a distinct response pattern among the C2H2 TFs. As 

532 ZAT1-like was induced, ZF2 expression was downregulated against PepMV infection to coordinate 

533 tomato molecular defensive responses.

534

535 Overall, we shed light on tomato transcriptome reprogramming upon viral infection of a PepMV 

536 isolate through the application of an RNA-seq analysis approach. The analysis provided 

537 complementary evidence about typical plant responses against a viral mosaic disease including 

538 photosynthesis, carbon fixation, gene silencing, plant defense and carotenoid biosynthesis. 

539 Moreover, a subset of highly responsive transcription factors was identified, which based on 

540 previous research observations, constitute a group of gene transcriptional regulators with 

541 functional features mainly related to abiotic challenges. The data particularly support a regulatory 

542 network of gene expression composed of the Arabidopsis ZAT10 and ZAT12 homologs that show 

543 distinct patterns of response upon viral infection. This work provides a platform for future studies 

544 on plant viral infections opening the perspective to comprehend host responses related to the 

545 mobilizing of molecular defense mechanisms.
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717 FIGURE LEGENDS

718 Figure 1. A PepMV isolate caused highly virulent infections in tomato plants (A) Typical mosaic 

719 symptoms of tomato leaves infected with TomCr3, the PepMV isolate (Scale bar = 1cm). (B) 

720 Expression of PepMV TGB2 and TGB3 genes by Reverse-Transcription semiquantitative and 

721 quantitative PCR (RT-qPCR) analysis. The expression of the viral genes was evident only in the 

722 infected tomato tissues.

723

724 Figure 2. Overview of differentially expressed genes (DEGs) upon PepMV infection. (A) Scatter 

725 plot showing differential gene expression between control and PepMV infected plants. The axes 

726 represent log2 transformed RNA-seq gene FPKM values. Red and blue dots denote genes whose 

727 expression was significantly up- or downregulated, respectively, upon PepMV infection. Grey dots 

728 denote genes whose expression was unchanged. (B) Venn diagram showing the number of genes 

729 that were significantly upregulated or downregulated in response to PepMV infection. (C-D) 

730 Functional enrichment analysis of the upregulated (C) and downregulated (D) genes upon PepMV 

731 infection. The enriched Gene Ontology (GO) terms of Biological Process (BP), Cellular 

732 Component (CC) and Molecular Function (MF) are shown in blue, orange and green letters, 

733 respectively, whereas the overrepresented KEGG pathways are shown in red. p-value is calculated 

734 by Fisher’s exact test, whereas the count value refers to the number of genes observed within each 

735 term.   

736

737 Figure 3. Differentially expressed transcription factors (DETFs) identified upon tomato infection 

738 by PepMV. (A) Volcano plot showing the distribution of the 84 DETFs (2-fold change or greater 

739 and FDR ≤ 0.001). (B) Scatter plot of the highly responsive DETFs. The axes represent log2 

740 transformed RNA-seq gene Fragments Per Kilobase of transcript per Million mapped reads 

741 (FPKM) values. Red and blue dots denote genes whose expression was significantly up- or 

742 downregulated, respectively (fold change greater than 3, FDR ≤ 0.001 and FPKM ≥ 5). Grey dots 

743 denote genes whose expression was not modified. Genes within the dark grey box show low levels 

744 of expression (FPKM < 5). (C and D) Identification data (C) and normalized gene expression 

745 profiles (D) of the highly responsive tomato TFs upon PepMV infection.

746
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747 Figure 4. Comparative expression analysis of the highly differentiated tomato TFs upon PepMV 

748 infection. (A) Reverse-Transcription quantitative PCR (RT-qPCR) validation. Values are mean ± 

749 SD of four (n = 4) replicates derived by RT-qPCR analysis. Asterisks indicate significant 

750 differences (t-test) between the PepMV infected and control plants (P ≤ 0.05) (B) Comparison of 

751 gene transcription results derived from RT-qPCR and RNA-seq transcriptome analysis. Magenta 

752 bars represent the fold change of gene expression of the PepMV infected plants relative to the 

753 control, calculated as the log2 transformed ratio of the FPKM values obtained by RNA-seq 

754 analysis. Green bars represent the log2 transformed fold change expression values obtained by RT-

755 qPCR analysis. Positive values correlate with upregulated gene expression, whereas negative 

756 values with downregulation of gene expression. 

757

758 Figure 5. Phylogenetic classification and structural features comparative analysis of the highly 

759 responsive tomato TFs compared with their homologs of rice and Arabidopsis. (Left panel) 

760 Phylogenetic categorization of the tomato TFs relative to the highly similar monocot or dicot 

761 counterpart. Each TF family has been marked with a color box. The tree distance is indicated on 

762 top of every node. (Middle panel) Gene exon-intron structure of the tomato TFs and their monocot 

763 or dicot homologs. The colored numbers in brackets indicate the tag number of each tomato DETF 

764 as annotated in Fig. 3. The fonts in red and blue color present the tomato DETFs that are up- or 

765 down-regulated, respectively, upon PepMV infection. The slash-separated numbers in parentheses 

766 represent the exon/intron numbers of each TF homolog. (Right panel) Distribution of conserved 

767 amino acid motifs within the tomato TFs and their homologs per family. Colored boxes indicate 

768 distinct signature motifs shown in Table S5 that were identified within the members of each TF 

769 family.

770

771 Figure 6. Evidence of the stress and defense response capacity of the tomato TFs. (A) Graphical 

772 representation of stress or defense response cis-regulatory elements within the promoter regions 

773 of the most differentiated tomato TFs upon PepMV infection. (B) An Arabidopsis-based approach 

774 revealed a co-expression interaction network among tomato TF homologs. Purple circles indicate 

775 the input Arabidopsis genes, whereas the grey circles depict the interactors identified by the 

776 analysis. The gene IDs colored in red depict the tomato upregulated TFs and in blue the tomato 

777 downregulated TFs. (C) Functional enrichment analysis of the Arabidopsis co-expression network 
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778 of TFs. The enriched Gene Ontology (GO) terms of Biological Process (BP), Cellular Component 

779 (CC) and Molecular Function (MF) are shown in blue, orange and green letters respectively. Τhe 

780 count value refers to the number of genes observed within each term.   

781

782

783 SUPPORTING INFORMATION

784 Table S1. Oligos used in this study for gene expression analysis

785

786 Table S2. RNA-sequencing data quality metrics

787

788 Table S3. Expression data of the differentially expressed genes (DEGs) identified by RNA-seq 

789 analysis

790

791 Table S4. The rice (Oryza sativa) and Arabidopsis thaliana homologs of the highly responsive 

792 tomato TFs against PepMV infection

793

794 Table S5. Identification of distinct signature motifs within the members of each TF family

795

796 Table S6. The cis-elements identified within the promoter regions of the 11 highly differentiated 

797 DETFs

798

799 Figure S1. Multiple-sequence alignment of the TGB2 and TBG3 genes verified that TomCr3 is a 

800 virulent isolate of PepMV. The TomCr3 sequence of 365 nucleotides was aligned with the 

801 indicated five PepMV genotypes CH2, LP-2001, EU, US1 and PES with GenBank accession 

802 numbers DQ000985, AJ606361, KJ018164, AY509926 and HG313806, respectively.

803

804 Figure S2. Outline of the experimental workflow leading to the identification of differentially 

805 expressed transcription factors (DETFs) upon PepMV infection of tomato.
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Figure S1. Multiple-sequence alignment of the TGB2 and TBG3 genes verified that TomCr3 is a 

virulent isolate of PepMV. The TomCr3 sequence of 365 nucleotides was aligned with the 

indicated five PepMV genotypes CH2, LP-2001, EU, US1 and PES with GenBank accession 

numbers DQ000985, AJ606361, KJ018164, AY509926 and HG313806, respectively. 
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Figure S2 

Figure S2. Outline of the experimental workflow leading to the identification of differentially 

expressed transcription factors (DETFs) upon PepMV infection of tomato. 
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Supplementary Table S1. Oligos used in this study for gene expression analysis
Entrez

Gene ID ITAG 4.0 Gene ID Gene symbol Sequence (5' --> 3') Tm cDNA gDNA

101248376 Solyc04g015500 Solyc04g015500
For GATGGCAAGCAGACAAGGGCAAG 64.77

202 791
Rev GTTTAGCAGTCTTACTTTCCATACCAC 62.32

101261180 Solyc02g093420 Solyc02g093420
For GTGACAATGAGGAAGCCAGTGTG 62.96

206 379
Rev CTCCATCTCACACTTAATTTTAGCATCAG 62.80

101263989 Solyc12g096070 GRF4
For GACGAATGGCCTACAACTAAGGA 61.12

216 309
Rev TGACTAGCATATCTGTTCCTCAGC 61.45

101264084 Solyc02g077610 NAC073
For GAAGCAAAAGTACTTTCAGATAATCA 57.24

213 2929
Rev CACCACCATCAATTTCAGTGTGTA 59.73

101254394 Solyc06g075780 ZAT1-like
For GTGGAATGGAGTTTTCTATGGGTC 61.45

214 214
Rev GATAAGAATGGAGGTACAGGTGGC 63.22

101263275 Solyc11g056650 bHLH81
For CACAGCAGATATGTTGGATTTTGC 59.73

153 248
Rev CATTATCAGCTCCCTTTCATCCTAAC 62.07

101248026 Solyc07g063410 JA2L
For GGATTATGCACGAATACAGGCTCAGTGA 65.57

199 282
Rev GTAGAGATTCCAGCATATCATCAAACTG 62.59

101055585 Solyc01g107170 ZF2
For GTTCTCACGTGTGCTCTATTTGTC 64.98

284 284
Rev TCTACCTCCGCAGTCGATTGTCAG 61.45

101250001 Solyc03g121240 bHLH87
For GTACCAGGAGGAAGTAAAATGGATAC 60.10

221 221
Rev GAGAACATGTCAACTCTTTGGTCG 61.45

101256853 Solyc12g044390 DREB3
For GAGAATTTGGTTGGGTACTTATCC    59.73

228 228
Rev CGTTTCCATCGATTCACTGTGTCTC 63.46

101252588 Solyc05g050220 TAF-1-like
For GCAGAAGAATTGGCAGTGCAGGTTCA 65.30

221 303
Rev CTCTTGCTAGTAGGTCTGCTGTGC 64.98

101258368 Solyc05g014470 GAPDH
For CAACATCATCCCTAGCAGCACT 65.30

200 290
Rev ACCCTTCAATTTACCCTCTGA 64.98
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Supplementary Table S1. Oligos used in this study for gene expression analysis
Gene Primer Sequence (5' --> 3') Tm PCR product

TGB2
For GACTCCTAGAGCTGATCTCACTG 62.96

241
Rev GTGTAAGAATGAAGATAAGTATGAGGAC 61.08

TGB3
For CTTCATTCTTACACTGGGTATTGTCCTC 64.10

185
Rev GCTTTAAGAACTTCAGGTGTGTTTGGA 62.32
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Supplementary Table S2. RNA-sequencing data quality metrics. (A) RNA-seq clean
reads quality metrics
Sample Total Raw reads (Mb) Total Clean reads (Mb) Clean reads ratio (%)
Control 129.93 123.74 95.23%
PepMV 132.43 127.24 96.08%
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Supplementary Table S2. RNA-sequencing data quality metrics.
(B) Statistical summary of the identified genes and transcripts
between mock and PepMV infected plants
Sample Total Gene Number Total Transcript Number
Control 22931 31318
PepMV 22497 30192
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Supplementary Table S3. Expression data of the differentially expressed genes (DEGs) identified by RNA-seq analysis. (A) Expression data of the 1120 differentially expressed
genes (DEGs) identified by RNA-seq analysis.

GeneID Length Control
FPKM

PepMV
FPKM

log2Fold
Change

(PepMV/C
ontrol)

FDR

Up/Down-
Regulation
(PepINF/C

ontrol)

Pvalue Symbol Description Cellular
Component

Molecular
Function

Biological
Process

Kegg
Orthology

101256334 532 0.01 5.2 9.0223678 4.45E-34 Up 3.39E-35 LOC101256334 PREDICTED: Solanum lycopersicum uncharacterized LOC101256334 (LOC101256334), ncRNAGO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006414//translational elongationK02942//l
arge
subunit
ribosomal
protein
LP1

109118700 2174 0.01 1.83 7.5156998 1.77E-53 Up 9.35E-55 LOC109118700 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At3g04130, mitochondrial-like (LOC109118700), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK17964//l
eucine-
rich PPR
motif-
containing
protein,
mitochon
drial

109118699 2303 0.01 1.37 7.0980321 1.06E-42 Up 6.87E-44 LOC109118699 PREDICTED: Solanum lycopersicum cleavage and polyadenylation specificity factor subunit 6 (LOC109118699), mRNANA GO:0003723//RNA bindingNA K14398//c
leavage
and
polyadeny
lation
specificity
factor
subunit
6/7

101264023 1666 0.01 1.32 7.0443941 1.01E-27 Up 9.13E-29 LOC101264023 PREDICTED: Solanum lycopersicum uncharacterized LOC101264023 (LOC101264023), mRNANA NA NA NA
101248021 2349 0.07 7.94 6.8256403 4.07E-234 Up 5.97E-236 LOC101248021 PREDICTED: Solanum lycopersicum uncharacterized LOC101248021 (LOC101248021), ncRNANA NA NA NA
109119317 977 0.01 0.31 4.9541963 0.00026 Up 9.01E-05 LOC109119317 PREDICTED: Solanum lycopersicum uncharacterized LOC109119317 (LOC109119317), ncRNANA NA NA NA
101248351 1087 0.01 0.24 4.5849625 0.000671 Up 0.000245 LOC101248351 PREDICTED: Solanum lycopersicum transcription factor MYB86-like (LOC101248351), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t

ranscripti
on factor
MYB,
plant

101266758 1763 0.01 0.22 4.4594316 1.51E-05 Up 4.47E-06 LOC101266758 PREDICTED: Solanum lycopersicum amidophosphoribosyltransferase, chloroplastic-like (LOC101266758), mRNANA GO:0046872//metal ion binding;GO:0004044//amidophosphoribosyltransferase activity;GO:0051536//iron-sulfur cluster bindingGO:0009116//nucleoside metabolic process;GO:0009113//purine nucleobase biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK00764//a
midophos
phoribosy
ltransferas
e
[EC:2.4.2.
14]

101261785 1996 0.01 0.22 4.4594316 2.12E-05 Up 6.34E-06 LOC101261785 PREDICTED: Solanum lycopersicum protein DETOXIFICATION 35-like (LOC101261785), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein DETOXIFICATION 35-like (LOC101261785), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0006855//drug transmembrane transportK03327//
multidrug
resistance
protein,
MATE
family

104644719 730 0.03 0.51 4.0874628 0.0003 Up 0.000105 LOC104644719 PREDICTED: Solanum lycopersicum uncharacterized LOC104644719 (LOC104644719), ncRNAGO:0016021//integral component of membraneGO:0016788//hydrolase activity, acting on ester bondsNA NA
101249661 375 0.06 0.99 4.0443941 0.000719 Up 0.000263 LOC101249661 PREDICTED: Solanum lycopersicum uncharacterized LOC101249661 (LOC101249661), mRNAGO:0005737//cytoplasmGO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK19307//

25S
rRNA
(uracil263
4-N3)-
methyltra
nsferase
[EC:2.1.1.
313]

101261464 3007 0.02 0.31 3.9541963 1.28E-09 Up 2.67E-10 LOC101261464 PREDICTED: Solanum lycopersicum 26S proteasome non-ATPase regulatory subunit 2 homolog A (LOC101261464), mRNAGO:0000502//proteasome complexGO:0030234//enzyme regulator activityGO:0042176//regulation of protein catabolic processK03028//
26S
proteasom
e
regulatory
subunit
N1

101261911 2416 0.42 6.47 3.9453045 1.15E-147 Up 2.50E-149 LOC101261911 PREDICTED: Solanum lycopersicum crossover junction endonuclease EME1B (LOC101261911), mRNAGO:0005634//nucleus;GO:0048476//Holliday junction resolvase complexGO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004518//nuclease activityGO:0009644//response to high light intensity;GO:0006281//DNA repair;GO:0009411//response to UV;GO:0010332//response to gamma radiationK10882//c
rossover
junction
endonucle
ase EME1
[EC:3.1.2
2.-]

101268190 2061 0.01 0.15 3.9068906 0.00026 Up 9.01E-05 LOC101268190 PREDICTED: Solanum lycopersicum uncharacterized LOC101268190 (LOC101268190), mRNANA NA NA K17604//z
inc finger
SWIM
domain-
containing
protein 3

109119186 2131 0.01 0.15 3.9068906 0.000101 Up 3.31E-05 LOC109119186 PREDICTED: Solanum lycopersicum uncharacterized LOC109119186 (LOC109119186), ncRNANA NA NA K19985//e
xocyst
complex
componen
t
6;K07739
//elongato
r complex
protein 3
[EC:2.3.1.
48];K155
01//serine/
threonine-
protein
phosphata
se 6
regulatory
subunit 3

101260458 2133 0.01 0.14 3.8073549 0.00026 Up 9.01E-05 LOC101260458 PREDICTED: Solanum lycopersicum uncharacterized LOC101260458 (LOC101260458), mRNANA NA NA K17604//z
inc finger
SWIM
domain-
containing
protein 3

101259485 583 3.41 41.3 3.5982981 3.83E-193 Up 6.62E-195 LOC101259485 PREDICTED: Solanum lycopersicum uncharacterized LOC101259485 (LOC101259485), ncRNANA NA NA NA
104647537 2901 0.01 0.12 3.5849625 0.0003 Up 0.000105 LOC104647537 PREDICTED: Solanum lycopersicum uncharacterized LOC104647537 (LOC104647537), mRNANA NA NA K01528//

dynamin
GTPase
[EC:3.6.5.
5];K1244
7//UDP-
sugar
pyrophosp
horylase
[EC:2.7.7.
64]

101267923 885 0.07 0.83 3.5676845 5.54E-07 Up 1.43E-07 LOC101267923 PREDICTED: Solanum lycopersicum probable glutathione S-transferase (LOC101267923), mRNANA GO:0016740//transferase activityNA K00799//
glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101247045 1400 0.04 0.46 3.523562 2.99E-06 Up 8.27E-07 LOC101247045 PREDICTED: Solanum lycopersicum cell number regulator 1-like (LOC101247045), mRNAGO:0016021//integral component of membraneNA NA K02184//f
ormin 2101251786 1089 0.12 1.33 3.4703199 1.91E-12 Up 3.27E-13 LOC101251786 PREDICTED: Solanum lycopersicum protein C2-DOMAIN ABA-RELATED 4 (LOC101251786), mRNANA NA NA K12486//s
tromal
membrane-
associated
protein;K
01537//Ca
2+-
transporti
ng
ATPase
[EC:3.6.3.
8]

100147717 742 180.41 1996.54 3.4681508 0 Up 0 LOC100147717 PREDICTED: Solanum lycopersicum periaxin (LOC100147717), mRNANA NA NA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K1109
5//U1
small
nuclear
ribonucle
oprotein
C;K20547
//basic
endochitin
ase B
[EC:3.2.1.
14]

101261106 1901 0.05 0.54 3.4329594 2.36E-09 Up 5.03E-10 LOC101261106 PREDICTED: Solanum lycopersicum aldehyde oxidase GLOX-like (LOC101261106), mRNANA NA NA K20929//
glyoxal/m
ethylglyo
xal
oxidase
[EC:1.2.3.
15]

104646534 737 0.05 0.54 3.4329594 0.000299 Up 0.000105 LOC104646534 PREDICTED: Solanum lycopersicum uncharacterized LOC104646534 (LOC104646534), mRNANA NA NA K22184//
bromodo
main-
containing
protein
9;K17262
//tubulin-
folding
cofactor
B;K11855
//ubiquitin
carboxyl-
terminal
hydrolase
36/42
[EC:3.4.1
9.12];K20
000//matu
rase
K;K04079
//molecula
r
chaperone
HtpG

104649450 729 0.19 1.95 3.3594028 1.02E-11 Up 1.82E-12 LOC104649450 PREDICTED: Solanum lycopersicum uncharacterized LOC104649450 (LOC104649450), ncRNANA NA NA NA
101265357 2515 0.04 0.38 3.2479275 4.77E-08 Up 1.12E-08 LOC101265357 PREDICTED: Solanum lycopersicum protein HAPLESS 2 (LOC101265357), mRNAGO:0016021//integral component of membraneNA NA NA
104647144 502 2.23 20.53 3.202618 3.73E-73 Up 1.51E-74 LOC104647144 PREDICTED: Solanum lycopersicum uncharacterized LOC104647144 (LOC104647144), mRNANA NA NA NA
101244376 1229 0.04 0.35 3.129283 0.000247 Up 8.53E-05 LOC101244376 Solanum lycopersicum peroxidase 3 (LOC101244376), mRNAGO:0009505//plant-type cell wall;GO:0009506//plasmodesma;GO:0005576//extracellular regionGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0004601//peroxidase activityGO:0006979//response to oxidative stress;GO:0009664//plant-type cell wall organization;GO:0042744//hydrogen peroxide catabolic processK00430//

peroxidas
e
[EC:1.11.
1.7]

109118705 1015 0.04 0.33 3.0443941 0.000719 Up 0.000263 LOC109118705 PREDICTED: Solanum lycopersicum LRR receptor-like serine/threonine-protein kinase FLS2 (LOC109118705), partial mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K13420//
LRR
receptor-
like
serine/thre
onine-
protein
kinase
FLS2
[EC:2.7.1
1.1]

104648606 1296 0.04 0.33 3.0443941 0.000859 Up 0.000318 LOC104648606 PREDICTED: Solanum lycopersicum uncharacterized LOC104648606 (LOC104648606), ncRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
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544271 1399 0.81 6.64 3.0351894 1.52E-67 Up 6.62E-69 ARG2 PREDICTED: Solanum lycopersicum arginase 2 (ARG2), transcript variant X1, mRNA;Solanum lycopersicum arginase 2 (ARG2), mRNANA GO:0046872//metal ion binding;GO:0016813//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidinesNA K01476//a
rginase
[EC:3.5.3.
1]

101255243 1134 0.1 0.81 3.0179219 2.33E-07 Up 5.82E-08 LOC101255243 PREDICTED: Solanum lycopersicum putative calcium-transporting ATPase 13, plasma membrane-type (LOC101255243), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activityNA K01537//
Ca2+-
transporti
ng
ATPase
[EC:3.6.3.
8]

101245301 633 147.06 1164.57 2.9853206 0 Up 0 SN2 Solanum lycopersicum snakin-2 (SN2), mRNAGO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0006952//defense responseK03860//
phosphati
dylinosito
l glycan,
class
Q;K20887
//xylogluc
an
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101252520 604 0.57 4.51 2.9840936 4.89E-19 Up 6.03E-20 LOC101252520 PREDICTED: Solanum lycopersicum putative lipid-transfer protein DIR1 (LOC101252520), mRNANA NA NA NA
101267575 1608 0.18 1.41 2.9696264 5.24E-17 Up 7.08E-18 LOC101267575 PREDICTED: Solanum lycopersicum beta-amyrin 28-oxidase-like (LOC101267575), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0010268//brassinosteroid homeostasis;GO:0007275//multicellular organism development;GO:0016132//brassinosteroid biosynthetic process;GO:0016125//sterol metabolic processK20667//

beta-
amyrin 28-
monooxy
genase
[EC:1.14.
13.201]

101253130 639 0.22 1.72 2.9668331 3.35E-08 Up 7.75E-09 LOC101253130 PREDICTED: Solanum lycopersicum protein RDM1 (LOC101253130), mRNANA NA NA NA
101252786 1384 0.05 0.38 2.9259994 0.000258 Up 8.93E-05 LOC101252786 PREDICTED: Solanum lycopersicum NAC domain-containing protein 30-like (LOC101252786), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK03094//

S-phase
kinase-
associated
protein
1;K13126
//polyaden
ylate-
binding
protein

101264863 1549 28.23 209.12 2.88903 0 Up 0 LOC101264863 PREDICTED: Solanum lycopersicum probable aminotransferase TAT2 (LOC101264863), mRNANA GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic process;GO:0006520//cellular amino acid metabolic processK00815//t
yrosine
aminotran
sferase
[EC:2.6.1.
5]

101256104 1933 0.05 0.37 2.8875253 7.90E-06 Up 2.27E-06 LOC101256104 PREDICTED: Solanum lycopersicum cytochrome P450 72A15 (LOC101256104), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1];K07
426//cytoc
hrome
P450
family 4
subfamily
B
polypepti
de 1
[EC:1.14.
14.1]

101265400 1393 0.98 6.62 2.7559776 1.44E-60 Up 6.82E-62 LOC101265400 PREDICTED: Solanum lycopersicum diacetyl reductase [(S)-acetoin forming]-like (LOC101265400), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum diacetyl reductase [(S)-acetoin forming]-like (LOC101265400), transcript variant X1, mRNANA NA NA K04708//
3-
dehydrosp
hinganine
reductase
[EC:1.1.1.
102]

101250202 888 8.49 56.43 2.7326259 0 Up 0 LOC101250202 PREDICTED: Solanum lycopersicum probable E3 ubiquitin-protein ligase RNF217 (LOC101250202), mRNAGO:0000151//ubiquitin ligase complex;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0031624//ubiquitin conjugating enzyme binding;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK11975//
E3
ubiquitin-
protein
ligase
RNF144
[EC:2.3.2.
27]

101264605 1130 26.87 176.02 2.7116711 0 Up 0 LOC101264605 Solanum lycopersicum probable aquaporin PIP1-2 (LOC101264605), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K09872//a
quaporin
PIP

104647308 424 0.3 1.96 2.7078192 1.12E-05 Up 3.25E-06 LOC104647308 PREDICTED: Solanum lycopersicum uncharacterized LOC104647308 (LOC104647308), ncRNANA NA NA NA
101267701 746 1.17 7.57 2.6937848 3.76E-35 Up 2.78E-36 LOC101267701 PREDICTED: Solanum lycopersicum MLP-like protein 34 (LOC101267701), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101260552 1027 0.09 0.58 2.688056 0.000164 Up 5.52E-05 LOC101260552 PREDICTED: Solanum lycopersicum nudix hydrolase 2-like (LOC101260552), mRNANA GO:0016787//hydrolase activityNA NA
101249807 1298 0.79 5.05 2.6763588 1.20E-41 Up 7.85E-43 LOC101249807 PREDICTED: Solanum lycopersicum high mobility group B protein 9 (LOC101249807), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0010197//polar nucleus fusionK09272//s

tructure-
specific
recognitio
n protein
1;K09273
//upstream-
binding
transcripti
on factor

104647943 495 3.58 21.93 2.6148743 5.44E-62 Up 2.53E-63 LOC104647943 PREDICTED: Solanum lycopersicum uncharacterized LOC104647943 (LOC104647943), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647943 (LOC104647943), transcript variant X3, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647943 (LOC104647943), transcript variant X1, ncRNANA NA NA NA
101263989 1836 2.14 13.07 2.6105764 2.75E-148 Up 5.95E-150 LOC101263989 PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X1, mRNANA NA NA K20496//l

aurate 7-
monooxy
genase
[EC:1.14.
13.206]

101262976 1088 1.35 8.23 2.607933 1.25E-55 Up 6.44E-57 LOC101262976 PREDICTED: Solanum lycopersicum putative F-box protein PP2-B12 (LOC101262976), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum putative F-box protein PP2-B12 (LOC101262976), transcript variant X2, mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101255585 1481 7.41 44.89 2.5988486 0 Up 0 LOC101255585 PREDICTED: Solanum lycopersicum F-box/kelch-repeat protein At3g23880-like (LOC101255585), mRNANA NA NA K21596//c
almodulin-
binding
transcripti
on
activator;
K08955//
ATP-
dependent
metallopr
otease
[EC:3.4.2
4.-
];K04079/
/molecula
r
chaperone
HtpG

101268097 1680 1.23 7.33 2.5751549 5.23E-75 Up 2.05E-76 LOC101268097 PREDICTED: Solanum lycopersicum uncharacterized LOC101268097 (LOC101268097), mRNANA GO:0003690//double-stranded DNA bindingGO:0006355//regulation of transcription, DNA-templatedK15032//
mTERF
domain-
containing
protein,
mitochon
drial

544031 779 0.33 1.95 2.5629362 1.21E-09 Up 2.53E-10 ER5 Solanum lycopersicum ethylene-responsive late embryogenesis-like protein (ER5), mRNANA NA GO:0009269//response to desiccationNA
101256859 1826 36.94 217.37 2.5568971 0 Up 0 LOC101256859 PREDICTED: Solanum lycopersicum crocetin glucosyltransferase, chloroplastic-like (LOC101256859), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21371//c

rocetin
glucosyltr
ansferase
[EC:2.4.1.
271]

101252885 657 1.28 7.34 2.5196363 1.31E-27 Up 1.19E-28 LOC101252885 PREDICTED: Solanum lycopersicum uncharacterized LOC101252885 (LOC101252885), ncRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101260563 1720 29.75 168.57 2.5023862 0 Up 0 LOC101260563 PREDICTED: Solanum lycopersicum uncharacterized LOC101260563 (LOC101260563), mRNAGO:0009508//plastid chromosomeNA GO:0006355//regulation of transcription, DNA-templatedNA
101268894 789 1.94 10.95 2.4968023 5.63E-49 Up 3.20E-50 LOC101268894 Solanum lycopersicum uncharacterized LOC101268894 (LOC101268894), transcript variant 1, mRNA;Solanum lycopersicum uncharacterized LOC101268894 (LOC101268894), transcript variant 2, mRNAGO:0005783//endoplasmic reticulum;GO:0005886//plasma membraneNA GO:0010155//regulation of proton transportNA
101245410 1412 0.25 1.4 2.4854268 3.92E-12 Up 6.84E-13 LOC101245410 PREDICTED: Solanum lycopersicum dehydration-responsive element-binding protein 2A-like (LOC101245410), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//

EREBP-
like factor

101267770 2708 0.06 0.33 2.4594316 5.58E-06 Up 1.58E-06 LOC101267770 PREDICTED: Solanum lycopersicum uncharacterized LOC101267770 (LOC101267770), mRNANA NA NA NA
101243937 2971 0.14 0.77 2.4594316 2.50E-14 Up 3.88E-15 LOC101243937 PREDICTED: Solanum lycopersicum probable receptor-like protein kinase At4g39110 (LOC101243937), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101258262 4181 0.04 0.22 2.4594316 6.80E-06 Up 1.94E-06 LOC101258262 PREDICTED: Solanum lycopersicum LRR receptor-like serine/threonine-protein kinase GSO1 (LOC101258262), mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K13420//
LRR
receptor-
like
serine/thre
onine-
protein
kinase
FLS2
[EC:2.7.1
1.1]

104646731 1292 1.02 5.49 2.428237 3.69E-40 Up 2.48E-41 LOC104646731 PREDICTED: Solanum lycopersicum kirola-like (LOC104646731), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusK10745//r
ibonuclea
se H2
subunit C

101255344 1559 5.12 27.12 2.4051415 2.30E-236 Up 3.35E-238 LOC101255344 PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum uracil-DNA glycosylase, mitochondrial (LOC101255344), transcript variant X4, mRNAGO:0005634//nucleus;GO:0005739//mitochondrionGO:0004844//uracil DNA N-glycosylase activityGO:0006284//base-excision repair;GO:0097510//base-excision repair, AP site formation via deaminated base removalK03648//
uracil-
DNA
glycosylas
e
[EC:3.2.2.
27]

104645976 1005 6.95 36.52 2.3936019 1.08E-198 Up 1.82E-200 LOC104645976 PREDICTED: Solanum lycopersicum lipid phosphate phosphatase epsilon 2, chloroplastic-like (LOC104645976), mRNAGO:0016021//integral component of membrane;GO:0009507//chloroplastGO:0008195//phosphatidate phosphatase activityGO:0006651//diacylglycerol biosynthetic processK07252//
dolichyldi
phosphata
se
[EC:3.6.1.
43]

101250114 964 0.18 0.93 2.3692338 1.13E-05 Up 3.30E-06 LOC101250114 PREDICTED: Solanum lycopersicum uncharacterized LOC101250114 (LOC101250114), ncRNAGO:0005634//nucleusGO:0046982//protein heterodimerization activityNA K08065//
nuclear
transcripti
on Y
subunit
beta

101260051 781 0.28 1.42 2.3423922 1.01E-06 Up 2.67E-07 LOC101260051 PREDICTED: Solanum lycopersicum putative F-box protein PP2-B12 (LOC101260051), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101250357 2859 8.68 43.83 2.3361517 0 Up 0 LOC101250357 PREDICTED: Solanum lycopersicum tetratricopeptide repeat protein 28-like (LOC101250357), mRNANA NA NA K01087//t
rehalose 6-
phosphate
phosphata
se
[EC:3.1.3.
12]

104645999 393 1.48 7.37 2.3160674 1.82E-14 Up 2.79E-15 LOC104645999 PREDICTED: Solanum lycopersicum uncharacterized LOC104645999 (LOC104645999), mRNAGO:0016021//integral component of membraneNA NA NA
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101261864 1569 0.36 1.79 2.3138908 9.94E-16 Up 1.43E-16 LOC101261864 PREDICTED: Solanum lycopersicum growth-regulating factor 3 (LOC101261864), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15601//l
ysine-
specific
demethyla
se 3
[EC:1.14.
11.-]

101254673 1667 0.54 2.61 2.2730185 2.56E-23 Up 2.67E-24 LOC101254673 PREDICTED: Solanum lycopersicum protein trichome birefringence-like 33 (LOC101254673), mRNAGO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0016413//O-acetyltransferase activityGO:0071554//cell wall organization or biogenesisK16573//
gamma-
tubulin
complex
componen
t 6

101255673 1413 0.11 0.53 2.2684888 7.56E-05 Up 2.43E-05 LOC101255673 PREDICTED: Solanum lycopersicum ornithine decarboxylase-like (LOC101255673), mRNAGO:0005737//cytoplasmGO:0004586//ornithine decarboxylase activityGO:0033387//putrescine biosynthetic process from ornithineK01581//
ornithine
decarboxy
lase
[EC:4.1.1.
17]

101248826 1300 0.37 1.78 2.2662801 8.09E-13 Up 1.36E-13 LOC101248826 PREDICTED: Solanum lycopersicum uncharacterized LOC101248826 (LOC101248826), mRNANA NA NA NA
101266990 2251 0.11 0.52 2.2410081 3.66E-07 Up 9.26E-08 LOC101266990 PREDICTED: Solanum lycopersicum protein GAMETE EXPRESSED 1 (LOC101266990), mRNAGO:0016021//integral component of membraneNA NA K18171//

COX
assembly
mitochon
drial
protein
1;K18626
//trichohy
alin

101252509 1590 3.38 15.92 2.2357452 4.19E-128 Up 1.05E-129 LOC101252509 PREDICTED: Solanum lycopersicum geraniol 8-hydroxylase (LOC101252509), mRNANA GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K20556//c
ytochrom
e P450
family 76
subfamily
C

101256502 793 6.47 30.15 2.2203204 5.65E-116 Up 1.54E-117 LOC101256502 PREDICTED: Solanum lycopersicum glucan endo-1,3-beta-glucosidase 12-like (LOC101256502), mRNAGO:0046658//anchored component of plasma membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030247//polysaccharide bindingNA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K1989
1//glucan
endo-1,3-
beta-
glucosidas
e 1/2/3
[EC:3.2.1.
39]

543837 917 17.5 78.83 2.1713899 0 Up 0 PR-5 Solanum lycopersicum PR-5x (PR-5), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101253069 2402 1.42 6.31 2.1517491 3.02E-74 Up 1.19E-75 LOC101253069 PREDICTED: Solanum lycopersicum boron transporter 4 (LOC101253069), mRNAGO:0016021//integral component of membraneGO:0005452//inorganic anion exchanger activityNA K13862//s
olute
carrier
family 4
(sodium
borate
transporte
r),
member
11;K0657
3//solute
carrier
family 4
(anion
exchanger
), member
1

101246212 2240 2.01 8.91 2.1482299 1.77E-97 Up 5.55E-99 LOC101246212 PREDICTED: Solanum lycopersicum probable leucine-rich repeat receptor-like protein kinase At1g68400 (LOC101246212), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101247976 4798 6.03 26.68 2.1455288 0 Up 0 DCL2d Solanum lycopersicum endoribonuclease Dicer 2d (DCL2d), mRNA;PREDICTED: Solanum lycopersicum endoribonuclease Dicer 2d (DCL2d), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum endoribonuclease Dicer 2d (DCL2d), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum endoribonuclease Dicer 2d (DCL2d), transcript variant X1, mRNANA GO:0003723//RNA binding;GO:0004525//ribonuclease III activity;GO:0005524//ATP bindingGO:0006396//RNA processing;GO:0031047//gene silencing by RNAK11592//e
ndoribonu
clease
Dicer
[EC:3.1.2
6.-]

104646732 1753 0.1 0.44 2.1375035 8.84E-05 Up 2.87E-05 LOC104646732 PREDICTED: Solanum lycopersicum uncharacterized LOC104646732 (LOC104646732), ncRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101251725 479 1.48 6.45 2.123702 2.87E-14 Up 4.47E-15 LOC101251725 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101251725), mRNANA NA GO:0009733//response to auxinK14488//

SAUR
family
protein

104646809 1314 0.12 0.52 2.1154772 0.000126 Up 4.17E-05 LOC104646809 PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X7, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X3, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X8, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X4, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X5, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646809 (LOC104646809), transcript variant X6, ncRNANA NA NA NA
101252867 609 63.03 269.88 2.0982075 0 Up 0 LOC101252867 PREDICTED: Solanum lycopersicum protein GAST1-like (LOC101252867), mRNANA NA NA K03860//

phosphati
dylinosito
l glycan,
class
Q;K20887
//xylogluc
an
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101245904 632 24.36 103.14 2.0820179 9.89E-284 Up 1.20E-285 LOC101245904 PREDICTED: Solanum lycopersicum thioredoxin H-type 2 (LOC101245904), mRNAGO:0048046//apoplast;GO:0005623//cell;GO:0005737//cytoplasmGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0008047//enzyme activator activity;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisK03671//t
hioredoxi
n 1

544212 1259 0.2 0.83 2.0531113 1.05E-05 Up 3.05E-06 LOC544212 PREDICTED: Solanum lycopersicum expansin-A3 (LOC544212), mRNAGO:0016020//membrane;GO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0009664//plant-type cell wall organizationK20628//e
xpansin101246976 471 58.04 240.23 2.0492969 0 Up 0 LOC101246976 PREDICTED: Solanum lycopersicum arabinogalactan peptide 14-like (LOC101246976), mRNAGO:0016021//integral component of membraneNA NA NA

101263175 1195 40.04 165.22 2.0448745 0 Up 0 LOC101263175 PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase RNF185 (LOC101263175), mRNAGO:0016021//integral component of membrane;GO:0036513//Derlin-1 retrotranslocation complexGO:0044390//ubiquitin-like protein conjugating enzyme binding;GO:1904264//ubiquitin protein ligase activity involved in ERAD pathway;GO:0016874//ligase activityGO:0071712//ER-associated misfolded protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK10666//
E3
ubiquitin-
protein
ligase
RNF5
[EC:2.3.2.
27]

104646059 828 0.26 1.07 2.0410273 0.000112 Up 3.68E-05 LOC104646059 PREDICTED: Solanum lycopersicum uncharacterized LOC104646059 (LOC104646059), mRNANA NA NA K00799//
glutathion
e S-
transferas
e
[EC:2.5.1.
18];K162
92//KDEL-
tailed
cysteine
endopepti
dase
[EC:3.4.2
2.-]

101262502 1131 0.22 0.9 2.0324215 4.10E-05 Up 1.27E-05 LOC101262502 PREDICTED: Solanum lycopersicum uncharacterized LOC101262502 (LOC101262502), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101262502 (LOC101262502), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101262502 (LOC101262502), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101262502 (LOC101262502), transcript variant X3, mRNANA NA NA NA
101251987 1134 1.57 6.4 2.0273073 1.67E-32 Up 1.33E-33 LOC101251987 PREDICTED: Solanum lycopersicum uncharacterized LOC101251987 (LOC101251987), mRNANA NA NA NA
101246628 1396 27.34 111.14 2.023293 0 Up 0 LOC101246628 PREDICTED: Solanum lycopersicum chlorophyll a-b binding protein of LHCII type 1 (LOC101246628), mRNAGO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009522//photosystem IGO:0016168//chlorophyll bindingGO:0009765//photosynthesis, light harvesting;GO:0010218//response to far red light;GO:0009637//response to blue light;GO:0018298//protein-chromophore linkageK14172//l

ight-
harvesting
complex
II
chlorophy
ll a/b
binding
protein 7

101246149 699 2.79 11.29 2.0167085 5.96E-34 Up 4.56E-35 LOC101246149 PREDICTED: Solanum lycopersicum mitochondrial import inner membrane translocase subunit TIM14-3-like (LOC101246149), mRNANA NA NA K09539//
DnaJ
homolog
subfamily
C member
19

101267371 763 0.22 0.89 2.0163018 0.000568 Up 0.000206 LOC101267371 PREDICTED: Solanum lycopersicum auxin-responsive protein SAUR68-like (LOC101267371), mRNANA NA GO:0046620//regulation of organ growth;GO:0009733//response to auxin;GO:0009926//auxin polar transportK14488//
SAUR
family
protein

101246713 1824 2.24 9.04 2.012824 1.40E-73 Up 5.60E-75 LOC101246713 PREDICTED: Solanum lycopersicum polygalacturonase At1g48100-like (LOC101246713), mRNAGO:0005576//extracellular regionGO:0004650//polygalacturonase activityGO:0005975//carbohydrate metabolic process;GO:0071555//cell wall organizationK01184//
polygalact
uronase
[EC:3.2.1.
15];K012
13//galact
uran 1,4-
alpha-
galacturon
idase
[EC:3.2.1.
67]

101261180 2060 5.9 23.46 1.9914162 1.82E-211 Up 2.86E-213 LOC101261180 PREDICTED: Solanum lycopersicum NAC domain-containing protein 73 (LOC101261180), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101262811 850 0.28 1.1 1.9740048 6.50E-05 Up 2.07E-05 LOC101262811 PREDICTED: Solanum lycopersicum agamous-like MADS-box protein AGL104 (LOC101262811), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006355//regulation of transcription, DNA-templated;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09260//

MADS-
box
transcripti
on
enhancer
factor 2A

101254739 2441 0.5 1.96 1.9708537 1.90E-21 Up 2.12E-22 LOC101254739 PREDICTED: Solanum lycopersicum pollen-specific leucine-rich repeat extensin-like protein 1 (LOC101254739), mRNANA NA NA K02184//f
ormin 2101268195 2375 0.24 0.94 1.9696264 1.75E-10 Up 3.42E-11 LOC101268195 PREDICTED: Solanum lycopersicum stomatin-like protein 2, mitochondrial (LOC101268195), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum stomatin-like protein 2, mitochondrial (LOC101268195), transcript variant X2, mRNAGO:0016020//membraneNA NA K13412//c
alcium-
dependent
protein
kinase
[EC:2.7.1
1.1]

101257220 735 0.46 1.8 1.9682911 2.28E-06 Up 6.22E-07 LOC101257220 PREDICTED: Solanum lycopersicum uncharacterized N-acetyltransferase p20-like (LOC101257220), mRNANA GO:0008080//N-acetyltransferase activityNA NA
101251607 1993 4.45 17.35 1.9630584 1.31E-148 Up 2.81E-150 LOC101251607 PREDICTED: Solanum lycopersicum leucoanthocyanidin dioxygenase (LOC101251607), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum leucoanthocyanidin dioxygenase (LOC101251607), transcript variant X1, mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K05277//l

eucoantho
cyanidin
dioxygena
se
[EC:1.14.
11.19]

101246590 749 0.5 1.94 1.9560567 7.69E-07 Up 2.01E-07 LOC101246590 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor 1B-like (LOC101246590), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14516//e
thylene-
responsiv
e
transcripti
on factor
1

101263653 1069 8.88 34.17 1.9440987 6.62E-151 Up 1.40E-152 LOC101263653 PREDICTED: Solanum lycopersicum thaumatin-like protein (LOC101263653), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101243792 951 0.49 1.88 1.939879 2.72E-08 Up 6.26E-09 LOC101243792 PREDICTED: Solanum lycopersicum uncharacterized LOC101243792 (LOC101243792), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101243792 (LOC101243792), transcript variant X1, mRNANA NA NA NA
101262337 1127 0.2 0.76 1.9259994 0.000226 Up 7.75E-05 LOC101262337 PREDICTED: Solanum lycopersicum uncharacterized LOC101262337 (LOC101262337), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101262337 (LOC101262337), transcript variant X1, mRNANA NA NA NA
101246961 581 4.82 18.31 1.9255267 5.28E-42 Up 3.45E-43 LOC101246961 PREDICTED: Solanum lycopersicum wound-induced proteinase inhibitor 1 (LOC101246961), mRNANA GO:0004867//serine-type endopeptidase inhibitor activityGO:0009611//response to woundingNA
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101244725 1949 0.27 1.02 1.9175378 3.09E-09 Up 6.63E-10 LOC101244725 PREDICTED: Solanum lycopersicum zeatin O-glucosyltransferase-like (LOC101244725), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c
is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

778225 2192 3.69 13.9 1.9133922 4.28E-128 Up 1.08E-129 LOC778225 Solanum lycopersicum isochorismate synthase (LOC778225), mRNA;PREDICTED: Solanum lycopersicum isochorismate synthase (LOC778225), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum isochorismate synthase (LOC778225), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum isochorismate synthase (LOC778225), transcript variant X1, mRNAGO:0009507//chloroplastGO:0046820//4-amino-4-deoxychorismate synthase activity;GO:0008909//isochorismate synthase activityGO:0046654//tetrahydrofolate biosynthetic processK02552//
menaquin
one-
specific
isochoris
mate
synthase
[EC:5.4.4.
2]

101253556 1568 0.16 0.6 1.9068906 7.08E-05 Up 2.26E-05 LOC101253556 PREDICTED: Solanum lycopersicum agmatine coumaroyltransferase-2-like (LOC101253556), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13065//s
hikimate
O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133]

101250018 691 2.13 7.98 1.9055353 2.99E-22 Up 3.25E-23 LOC101250018 PREDICTED: Solanum lycopersicum induced stolen tip protein TUB8-like (LOC101250018), mRNANA NA NA K14306//
nuclear
pore
complex
protein
Nup62

101267994 2074 0.76 2.84 1.9018196 7.53E-25 Up 7.40E-26 LOC101267994 PREDICTED: Solanum lycopersicum ABC transporter G family member 5 (LOC101267994), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0016887//ATPase activityNA K05681//
ATP-
binding
cassette,
subfamily
G
(WHITE),
member 2

101263993 2355 0.45 1.68 1.9004643 3.72E-17 Up 4.98E-18 LOC101263993 PREDICTED: Solanum lycopersicum malate synthase, glyoxysomal (LOC101263993), mRNAGO:0005737//cytoplasmGO:0004474//malate synthase activityGO:0006099//tricarboxylic acid cycle;GO:0006097//glyoxylate cycleK01638//
malate
synthase
[EC:2.3.3.
9]

543951 990 2.52 9.39 1.8977014 1.06E-37 Up 7.49E-39 TIP Solanum lycopersicum TIP protein (TIP), mRNAGO:0009705//plant-type vacuole membrane;GO:0042807//central vacuole;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09873//a
quaporin
TIP

101259870 1082 0.18 0.67 1.8961642 0.000681 Up 0.000249 LOC101259870 PREDICTED: Solanum lycopersicum putative uncharacterized protein DDB_G0291812 (LOC101259870), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K01870//i
soleucyl-
tRNA
synthetase
[EC:6.1.1.
5];K0808
1//tropino
ne
reductase
I
[EC:1.1.1.
206]

101263261 1553 32.75 121.43 1.8905581 0 Up 0 Tom52 Solanum lycopersicum actin (Tom52), mRNA;PREDICTED: Solanum lycopersicum actin (Tom52), transcript variant X1, mRNANA GO:0005524//ATP bindingNA K10355//a
ctin, other
eukaryote

101255604 1892 11.97 44.34 1.8891856 0 Up 0 LOC101255604 PREDICTED: Solanum lycopersicum cytochrome P450 CYP72A219-like (LOC101255604), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1]

101244403 1537 8.42 30.8 1.8710382 2.16E-188 Up 3.80E-190 LOC101244403 PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase RNF182-like (LOC101244403), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase RNF182-like (LOC101244403), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0016874//ligase activityNA NA
101266172 1238 9.84 35.92 1.8680571 4.44E-175 Up 8.15E-177 LOC101266172 PREDICTED: Solanum lycopersicum transcription termination factor MTEF1, chloroplastic (LOC101266172), mRNAGO:0009507//chloroplastGO:0003690//double-stranded DNA binding;GO:0003727//single-stranded RNA binding;GO:0019843//rRNA bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0008380//RNA splicing;GO:0009658//chloroplast organization;GO:0042255//ribosome assemblyK15032//

mTERF
domain-
containing
protein,
mitochon
drial

101255488 3883 1.19 4.33 1.8634055 1.45E-68 Up 6.19E-70 LOC101255488 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At1g03100, mitochondrial (LOC101255488), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK17964//l
eucine-
rich PPR
motif-
containing
protein,
mitochon
drial;K14
845//RAT
1-
interactin
g protein

104646656 1363 0.21 0.76 1.8556101 4.38E-05 Up 1.37E-05 LOC104646656 PREDICTED: Solanum lycopersicum uncharacterized LOC104646656 (LOC104646656), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646656 (LOC104646656), transcript variant X1, ncRNANA NA NA NA
104646221 533 3.35 12.1 1.852774 2.93E-24 Up 2.94E-25 LOC104646221 PREDICTED: Solanum lycopersicum uncharacterized LOC104646221 (LOC104646221), ncRNANA NA NA NA
101253800 822 25.65 92.57 1.8515859 2.74E-288 Up 3.22E-290 LOC101253800 PREDICTED: Solanum lycopersicum macrophage migration inhibitory factor homolog (LOC101253800), mRNAGO:0009507//chloroplastNA NA K07253//

phenylpyr
uvate
tautomera
se
[EC:5.3.2.
1]

101254394 1145 2.26 8.11 1.8433791 1.85E-36 Up 1.34E-37 LOC101254394 PREDICTED: Solanum lycopersicum zinc finger protein ZAT1-like (LOC101254394), mRNANA GO:0003676//nucleic acid bindingNA NA
101246807 1205 15.19 54.44 1.8415452 1.91E-252 Up 2.64E-254 LOC101246807 PREDICTED: Solanum lycopersicum abscisic acid receptor PYL9 (LOC101246807), mRNANA NA NA K14496//a

bscisic
acid
receptor
PYR/PYL
family

101250317 1217 4.36 15.34 1.8148984 4.86E-71 Up 2.02E-72 LOC101250317 PREDICTED: Solanum lycopersicum rac-like GTP-binding protein ARAC7 (LOC101250317), mRNAGO:0016020//membrane;GO:0005622//intracellularGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0007264//small GTPase mediated signal transductionK04392//
Ras-
related C3
botulinum
toxin
substrate
1

101254591 1117 8.67 30.5 1.8147053 2.53E-128 Up 6.35E-130 LOC101254591 PREDICTED: Solanum lycopersicum xanthoxin dehydrogenase-like (LOC101254591), mRNANA GO:0016491//oxidoreductase activityNA K09841//
xanthoxin
dehydroge
nase
[EC:1.1.1.
288]

101264084 1271 3.53 12.37 1.8091054 1.00E-59 Up 4.84E-61 LOC101264084 PREDICTED: Solanum lycopersicum NAC domain-containing protein 73 (LOC101264084), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:2000652//regulation of secondary cell wall biogenesis;GO:0006351//transcription, DNA-templated;GO:0045893//positive regulation of transcription, DNA-templatedNA
101247679 4669 18.16 63.57 1.8075819 0 Up 0 DCL2c Solanum lycopersicum endoribonuclease Dicer 2c (DCL2c), mRNANA GO:0003723//RNA binding;GO:0004525//ribonuclease III activity;GO:0005524//ATP bindingGO:0006396//RNA processing;GO:0031047//gene silencing by RNAK11592//e

ndoribonu
clease
Dicer
[EC:3.1.2
6.-]

101255600 989 0.64 2.24 1.8073549 4.19E-09 Up 9.09E-10 LOC101255600 Solanum lycopersicum aquaporin TIP1-3-like (LOC101255600), mRNAGO:0009705//plant-type vacuole membrane;GO:0042807//central vacuole;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0015204//urea transmembrane transporter activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09873//a
quaporin
TIP

101255332 1580 0.14 0.49 1.8073549 0.000757 Up 0.000278 LOC101255332 PREDICTED: Solanum lycopersicum basic 7S globulin-like (LOC101255332), mRNANA GO:0004190//aspartic-type endopeptidase activityGO:0006508//proteolysis;GO:0030163//protein catabolic processK00924//
kinase
[EC:2.7.1.-
];K02882/
/large
subunit
ribosomal
protein
L18Ae;K
06002//pe
psin A
[EC:3.4.2
3.1]

101261675 1929 0.93 3.24 1.8006912 1.45E-24 Up 1.44E-25 LOC101261675 PREDICTED: Solanum lycopersicum UDP-glycosyltransferase 73C3-like (LOC101261675), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13496//
UDP-
glucosyl
transferas
e 73C
[EC:2.4.1.-
]

101256037 989 0.31 1.07 1.7872707 8.37E-05 Up 2.71E-05 LOC101256037 PREDICTED: Solanum lycopersicum dCTP pyrophosphatase 1-like (LOC101256037), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum dCTP pyrophosphatase 1-like (LOC101256037), transcript variant X1, mRNANA GO:0047429//nucleoside-triphosphate diphosphatase activityGO:0009143//nucleoside triphosphate catabolic processK16904//
dCTP
diphospha
tase
[EC:3.6.1.
12]

101264232 3292 0.65 2.22 1.7720481 2.71E-28 Up 2.42E-29 LOC101264232 PREDICTED: Solanum lycopersicum probable leucine-rich repeat receptor-like protein kinase At1g35710 (LOC101264232), mRNAGO:0016021//integral component of membraneGO:0016301//kinase activityNA K13466//
EIX
receptor
1/2

104647423 1047 2.98 10.17 1.7709354 3.04E-39 Up 2.08E-40 LOC104647423 PREDICTED: Solanum lycopersicum uncharacterized LOC104647423 (LOC104647423), ncRNANA NA NA NA
101258746 1677 2.17 7.4 1.7698302 2.36E-46 Up 1.41E-47 LOC101258746 PREDICTED: Solanum lycopersicum tyrosine-specific transport protein-like (LOC101258746), mRNAGO:0005887//integral component of plasma membraneGO:0015293//symporter activity;GO:0015173//aromatic amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportK03834//t

yrosine-
specific
transport
protein

104647464 699 0.63 2.14 1.7641871 3.11E-06 Up 8.61E-07 LOC104647464 PREDICTED: Solanum lycopersicum agamous-like MADS-box protein AGL82 (LOC104647464), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0046983//protein dimerization activityGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK09260//
MADS-
box
transcripti
on
enhancer
factor 2A

101265385 1695 8.93 30.33 1.7640134 9.02E-189 Up 1.58E-190 LOC101265385 PREDICTED: Solanum lycopersicum heptahelical transmembrane protein 4-like (LOC101265385), mRNAGO:0016021//integral component of membraneNA NA K07297//a
diponectin
receptor

101268568 1750 1.46 4.95 1.7614602 1.54E-32 Up 1.22E-33 LOC101268568 PREDICTED: Solanum lycopersicum myosin heavy chain kinase B-like (LOC101268568), mRNANA GO:0016301//kinase activityNA K14963//
COMPAS
S
componen
t
SWD3;K1
6794//plat
elet-
activating
factor
acetylhydr
olase IB
subunit
alpha

101250032 2636 0.11 0.37 1.7500217 8.00E-05 Up 2.58E-05 LOC101250032 PREDICTED: Solanum lycopersicum uncharacterized LOC101250032 (LOC101250032), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K05278//f
lavonol
synthase
[EC:1.14.
11.23];K0
6892//feru
loyl-CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]

101251556 1518 0.36 1.21 1.7489382 1.46E-05 Up 4.31E-06 LOC101251556 PREDICTED: Solanum lycopersicum uncharacterized LOC101251556 (LOC101251556), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251556 (LOC101251556), transcript variant X1, mRNANA NA NA NA
101248621 670 0.65 2.18 1.7458165 5.40E-06 Up 1.53E-06 LOC101248621 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101248621), mRNANA NA GO:0009733//response to auxinK14488//

SAUR
family
protein

101263764 2061 13.04 43.69 1.7443592 0 Up 0 LOC101263764 PREDICTED: Solanum lycopersicum uncharacterized LOC101263764 (LOC101263764), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101263764 (LOC101263764), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101263764 (LOC101263764), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101263764 (LOC101263764), transcript variant X4, mRNANA NA NA K19041//
E3
ubiquitin-
protein
ligase
RNF38/44
[EC:2.3.2.
27]

104647122 1093 0.26 0.87 1.7425038 0.000259 Up 8.96E-05 LOC104647122 PREDICTED: Solanum lycopersicum uncharacterized LOC104647122 (LOC104647122), ncRNANA NA NA NA
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101256761 1684 0.84 2.81 1.7421089 4.83E-18 Up 6.22E-19 LOC101256761 PREDICTED: Solanum lycopersicum probable inactive purple acid phosphatase 16 (LOC101256761), mRNANA GO:0016787//hydrolase activityNA NA
101246259 1247 0.41 1.36 1.7299108 6.46E-07 Up 1.68E-07 LOC101246259 PREDICTED: Solanum lycopersicum zinc finger protein ZAT4 (LOC101246259), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA NA
101266674 1524 1.17 3.88 1.7295481 1.62E-21 Up 1.81E-22 LOC101266674 PREDICTED: Solanum lycopersicum probable aminotransferase TAT2 (LOC101266674), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable aminotransferase TAT2 (LOC101266674), transcript variant X1, mRNANA GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic process;GO:0006520//cellular amino acid metabolic processK00815//t

yrosine
aminotran
sferase
[EC:2.6.1.
5]

101258730 1208 0.19 0.63 1.7293524 0.000724 Up 0.000265 LOC101258730 PREDICTED: Solanum lycopersicum WD repeat-containing protein 26-like (LOC101258730), partial mRNANA NA NA NA
101258643 1095 0.39 1.29 1.725825 5.61E-06 Up 1.59E-06 LOC101258643 PREDICTED: Solanum lycopersicum putative cysteine-rich receptor-like protein kinase 9 (LOC101258643), mRNAGO:0016021//integral component of membraneNA NA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

104648572 2196 1.08 3.57 1.7248928 7.09E-29 Up 6.21E-30 LOC104648572 PREDICTED: Solanum lycopersicum uncharacterized LOC104648572 (LOC104648572), ncRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K14638//s
olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

101260801 1641 4.09 13.51 1.7238549 4.32E-79 Up 1.62E-80 LOC101260801 PREDICTED: Solanum lycopersicum protein DOWNY MILDEW RESISTANCE 6 (LOC101260801), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K05278//f
lavonol
synthase
[EC:1.14.
11.23]

101266787 1226 31.77 103.75 1.7073743 0 Up 0 LOC101266787 PREDICTED: Solanum lycopersicum probable ribose-5-phosphate isomerase 4, chloroplastic (LOC101266787), mRNAGO:0009507//chloroplastGO:0004751//ribose-5-phosphate isomerase activityGO:0009052//pentose-phosphate shunt, non-oxidative branchK01807//r
ibose 5-
phosphate
isomerase
A
[EC:5.3.1.
6]

101252998 2378 0.12 0.39 1.7004397 0.000467 Up 0.000167 LOC101252998 PREDICTED: Solanum lycopersicum uncharacterized LOC101252998 (LOC101252998), mRNANA NA NA NA
101249263 1223 4.04 13.1 1.6971396 1.64E-55 Up 8.44E-57 LOC101249263 PREDICTED: Solanum lycopersicum probable inactive poly [ADP-ribose] polymerase SRO2 (LOC101249263), mRNANA GO:0003950//NAD+ ADP-ribosyltransferase activityNA NA

543803 1360 1428.5 4630.37 1.6966264 0 Up 0 ca2 Solanum lycopersicum carbonic anhydrase (ca2), transcript variant 1, mRNA;Solanum lycopersicum carbonic anhydrase (ca2), transcript variant 2, mRNANA GO:0008270//zinc ion binding;GO:0004089//carbonate dehydratase activityGO:0015976//carbon utilizationK01673//c
arbonic
anhydrase
[EC:4.2.1.
1]

101244789 1261 1.52 4.92 1.694587 5.90E-22 Up 6.48E-23 LOC101244789 PREDICTED: Solanum lycopersicum GDSL esterase/lipase At5g55050-like (LOC101244789), mRNANA GO:0016788//hydrolase activity, acting on ester bondsNA K21026//a
cetylajmal
ine
esterase
[EC:3.1.1.
80];K106
91//E3
ubiquitin-
protein
ligase
UBR4
[EC:2.3.2.
27];K011
88//beta-
glucosidas
e
[EC:3.2.1.
21];K142
09//solute
carrier
family 36
(proton-
coupled
amino
acid
transporte
r);K00679
//phosphol
ipid:diacy
lglycerol
acyltransf
erase
[EC:2.3.1.
158]

101256339 2359 1.44 4.66 1.6942611 1.91E-39 Up 1.30E-40 LOC101256339 PREDICTED: Solanum lycopersicum uncharacterized protein At1g04910-like (LOC101256339), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized protein At1g04910-like (LOC101256339), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized protein At1g04910-like (LOC101256339), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized protein At1g04910-like (LOC101256339), transcript variant X2, mRNAGO:0016021//integral component of membraneNA NA NA
104645965 908 0.6 1.94 1.6930222 1.93E-07 Up 4.77E-08 LOC104645965 PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X6, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X5, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104645965 (LOC104645965), transcript variant X1, mRNANA NA NA NA
101258619 1740 0.39 1.26 1.6918777 1.50E-08 Up 3.37E-09 LOC101258619 PREDICTED: Solanum lycopersicum probable vacuolar amino acid transporter YPQ2 (LOC101258619), mRNAGO:0016021//integral component of membraneNA NA NA
101245183 2288 6.29 20.19 1.682509 6.56E-160 Up 1.30E-161 LOC101245183 PREDICTED: Solanum lycopersicum putative methyltransferase NSUN6 (LOC101245183), mRNANA GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0003723//RNA binding;GO:0008168//methyltransferase activity;GO:0008173//RNA methyltransferase activityGO:0001510//RNA methylationK21971//

methyltra
nsferase
NSUN6
[EC:2.1.1.-
]

101246482 745 5.57 17.83 1.6785575 4.12E-44 Up 2.57E-45 LOC101246482 PREDICTED: Solanum lycopersicum uncharacterized LOC101246482 (LOC101246482), mRNANA NA NA NA
104644828 410 0.89 2.84 1.6740137 0.000154 Up 5.15E-05 LOC104644828 PREDICTED: Solanum lycopersicum uncharacterized LOC104644828 (LOC104644828), ncRNANA NA NA NA
101264700 1780 41.45 132.26 1.6739328 0 Up 0 LOC101264700 PREDICTED: Solanum lycopersicum elongation factor 1-alpha-like (LOC101264700), mRNAGO:0005737//cytoplasmGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityNA K03231//e

longation
factor 1-
alpha

101257381 1292 1.03 3.26 1.6622276 1.21E-15 Up 1.75E-16 LOC101257381 PREDICTED: Solanum lycopersicum protein DOWNY MILDEW RESISTANCE 6-like (LOC101257381), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein DOWNY MILDEW RESISTANCE 6-like (LOC101257381), transcript variant X1, mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K00475//
naringeni
n 3-
dioxygena
se
[EC:1.14.
11.9];K18
054//2'-
deoxymug
ineic-acid
2'-
dioxygena
se /
mugineic-
acid 3-
dioxygena
se
[EC:1.14.
11.24
1.14.11.2
5]

109121128 738 0.48 1.51 1.6534422 0.000156 Up 5.25E-05 LOC109121128 PREDICTED: Solanum lycopersicum uncharacterized LOC109121128 (LOC109121128), ncRNANA NA NA NA
101248089 1804 0.83 2.6 1.6473284 1.69E-16 Up 2.34E-17 LOC101248089 PREDICTED: Solanum lycopersicum cytochrome P450 71A3-like (LOC101248089), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK07410//c

ytochrom
e P450
family 1
subfamily
B
polypepti
de 1
[EC:1.14.
14.1];K00
512//stero
id 17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2];K0740
8//cytochr
ome P450
family 1
subfamily
A
polypepti
de 1
[EC:1.14.
14.1]

101265704 1527 0.84 2.63 1.6466016 3.74E-14 Up 5.85E-15 LOC101265704 PREDICTED: Solanum lycopersicum F-box/kelch-repeat protein At5g26960 (LOC101265704), mRNANA NA NA NA
101244702 1624 8.27 25.86 1.644763 2.96E-139 Up 6.89E-141 LOC101244702 PREDICTED: Solanum lycopersicum lysosomal Pro-X carboxypeptidase-like (LOC101244702), mRNANA GO:0008236//serine-type peptidase activity;GO:0008239//dipeptidyl-peptidase activityGO:0006508//proteolysisK01285//l

ysosomal
Pro-X
carboxype
ptidase
[EC:3.4.1
6.2]

104646463 1851 1.11 3.47 1.644376 3.99E-22 Up 4.36E-23 LOC104646463 PREDICTED: Solanum lycopersicum uncharacterized LOC104646463 (LOC104646463), ncRNANA GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingNA K07151//
dolichyl-
diphospho
oligosacc
haride---
protein
glycosyltr
ansferase
[EC:2.4.9
9.18];K03
515//DNA
repair
protein
REV1
[EC:2.7.7.-
];K03260/
/translatio
n
initiation
factor
4G;K1244
7//UDP-
sugar
pyrophosp
horylase
[EC:2.7.7.
64]

101251570 3311 0.24 0.75 1.6438562 5.51E-09 Up 1.20E-09 LOC101251570 PREDICTED: Solanum lycopersicum putative receptor-like protein kinase At3g47110 (LOC101251570), mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K13428//
LRR
receptor-
like
serine/thre
onine-
protein
kinase
EFR
[EC:2.7.1
1.1]

101260153 1622 0.44 1.37 1.6386005 2.73E-08 Up 6.28E-09 LOC101260153 PREDICTED: Solanum lycopersicum myosin heavy chain kinase B-like (LOC101260153), mRNANA GO:0016874//ligase activityNA K14963//
COMPAS
S
componen
t
SWD3;K1
6794//plat
elet-
activating
factor
acetylhydr
olase IB
subunit
alpha

101256006 926 175.77 546.88 1.6375354 0 Up 0 CAB12 Solanum lycopersicum chlorophyll a-b binding protein Cab12 (CAB12), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009765//photosynthesis, light harvesting;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08910//l
ight-
harvesting
complex I
chlorophy
ll a/b
binding
protein 4

101245470 885 2 6.22 1.6369146 2.29E-18 Up 2.91E-19 LOC101245470 PREDICTED: Solanum lycopersicum uncharacterized LOC101245470 (LOC101245470), mRNANA NA NA NA
101260301 1452 12.74 39.37 1.6277314 7.94E-186 Up 1.41E-187 LOC101260301 PREDICTED: Solanum lycopersicum uncharacterized LOC101260301 (LOC101260301), mRNANA NA NA NA
101260686 2924 9.22 28.41 1.6235602 2.75E-286 Up 3.28E-288 LOC101260686 PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X1, misc_RNA;PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum F-box protein At3g07870-like (LOC101260686), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K20718//

LRR
receptor-
like
serine/thre
onine-
protein
kinase
ERECTA
[EC:2.7.1
1.1];K116
49//SWI/S
NF
related-
matrix-
associated
actin-
dependent
regulator
of
chromatin
subfamily
C;K15030
//translati
on
initiation
factor 3
subunit
M;K1341
5//protein
brassinost
eroid
insensitiv
e 1
[EC:2.7.1
0.1
2.7.11.1]

101250079 1338 3.55 10.92 1.6210819 1.01E-47 Up 5.85E-49 LOC101250079 PREDICTED: Solanum lycopersicum acetyl-CoA-benzylalcohol acetyltransferase-like (LOC101250079), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13065//s
hikimate
O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133]

101250825 605 5.47 16.82 1.620565 9.77E-32 Up 7.94E-33 LOC101250825 PREDICTED: Solanum lycopersicum uncharacterized LOC101250825 (LOC101250825), mRNANA GO:0019901//protein kinase bindingGO:0010375//stomatal complex patterning;GO:2000123//positive regulation of stomatal complex developmentNA
101246748 1304 0.44 1.35 1.617384 1.21E-06 Up 3.21E-07 LOC101246748 PREDICTED: Solanum lycopersicum myb-related protein 315-like (LOC101246748), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t

ranscripti
on factor
MYB,
plant

101260060 1104 20.45 62.68 1.6159043 1.89E-219 Up 2.94E-221 LOC101260060 PREDICTED: Solanum lycopersicum uncharacterized LOC101260060 (LOC101260060), mRNAGO:0031248//protein acetyltransferase complex;GO:0009507//chloroplastGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylationNA
101243718 1117 0.76 2.32 1.6100535 3.18E-09 Up 6.83E-10 LOC101243718 PREDICTED: Solanum lycopersicum 2-oxoglutarate-dependent dioxygenase AOP2-like (LOC101243718), mRNANA GO:0046872//metal ion binding;GO:0051213//dioxygenase activity;GO:0016491//oxidoreductase activityNA K05282//

gibberelli
n 20-
oxidase
[EC:1.14.
11.12];K0
5933//ami
nocyclopr
opanecarb
oxylate
oxidase
[EC:1.14.
17.4];K04
125//gibb
erellin 2-
oxidase
[EC:1.14.
11.13]

101267169 1192 1.47 4.48 1.6076826 1.21E-17 Up 1.59E-18 LOC101267169 PREDICTED: Solanum lycopersicum pathogenesis-related genes transcriptional activator PTI6 (LOC101267169), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK13434//
pathogene
sis-related
genes
transcripti
onal
activator
PTI6
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101257326 1360 2.58 7.82 1.5997975 2.74E-34 Up 2.07E-35 LOC101257326 PREDICTED: Solanum lycopersicum bark storage protein A (LOC101257326), mRNAGO:0016021//integral component of membraneGO:0003824//catalytic activityGO:0009116//nucleoside metabolic processK07870//
mitochon
drial Rho
GTPase 1
[EC:3.6.5.-
]

101261071 1339 0.41 1.24 1.5966443 3.60E-06 Up 1.00E-06 LOC101261071 PREDICTED: Solanum lycopersicum expansin-B3 (LOC101261071), mRNAGO:0009506//plasmodesma;GO:0016021//integral component of membrane;GO:0005576//extracellular regionNA GO:0019953//sexual reproduction;GO:0006949//syncytium formationK20628//e
xpansin543795 1258 36.83 111.38 1.5965369 0 Up 0 LOC543795 PREDICTED: Solanum lycopersicum expansin12 (LOC543795), mRNAGO:0016020//membrane;GO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0009664//plant-type cell wall organization;GO:0006949//syncytium formationK20628//e
xpansin101248376 1199 11.9 35.83 1.5902065 4.91E-134 Up 1.19E-135 LOC101248376 PREDICTED: Solanum lycopersicum B3 domain-containing protein At1g49475 (LOC101248376), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA

101250851 3890 5.24 15.76 1.5886288 7.01E-197 Up 1.19E-198 LOC101250851 PREDICTED: Solanum lycopersicum receptor protein kinase TMK1 (LOC101250851), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004675//transmembrane receptor protein serine/threonine kinase activityGO:0006468//protein phosphorylation;GO:0007166//cell surface receptor signaling pathwayK00924//
kinase
[EC:2.7.1.-
]

101246318 1876 1.38 4.11 1.5744701 6.86E-25 Up 6.73E-26 LOC101246318 PREDICTED: Solanum lycopersicum PAP-specific phosphatase HAL2-like (LOC101246318), mRNANA GO:0008441//3'(2'),5'-bisphosphate nucleotidase activityGO:0006790//sulfur compound metabolic process;GO:0046854//phosphatidylinositol phosphorylationK01082//
3'(2'), 5'-
bisphosph
ate
nucleotida
se
[EC:3.1.3.
7]

101253386 1807 0.33 0.98 1.5703157 2.10E-06 Up 5.71E-07 LOC101253386 PREDICTED: Solanum lycopersicum calmodulin-like protein 3 (LOC101253386), mRNANA GO:0005509//calcium ion bindingNA K13448//c
alcium-
binding
protein
CML

101262875 1482 31.39 93.15 1.5692507 0 Up 0 LOC101262875 Solanum lycopersicum mitochondrial carnitine/acylcarnitine carrier-like protein (LOC101262875), transcript variant 1, mRNA;PREDICTED: Solanum lycopersicum mitochondrial carnitine/acylcarnitine carrier-like protein (LOC101262875), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum mitochondrial carnitine/acylcarnitine carrier-like protein (LOC101262875), transcript variant X1, mRNA;Solanum lycopersicum mitochondrial carnitine/acylcarnitine carrier-like protein (LOC101262875), transcript variant 2, mRNAGO:0016021//integral component of membraneNA GO:0006810//transportK15109//s
olute
carrier
family 25
(mitochon
drial
carnitine/a
cylcarniti
ne
transporte
r),
member
20/29

101254312 1737 14.13 41.88 1.5675 1.26E-224 Up 1.93E-226 LOC101254312 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At2g15690-like (LOC101254312), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK06180//
23S
rRNA
pseudouri
dine1911/
1915/191
7 synthase
[EC:5.4.9
9.23];K17
710//penta
tricopepti
de repeat
domain-
containing
protein
1;K10683
//BRCA1-
associated
RING
domain
protein 1

101248387 650 15.2 45.04 1.5671355 5.56E-86 Up 1.94E-87 LOC101248387 PREDICTED: Solanum lycopersicum uncharacterized LOC101248387 (LOC101248387), mRNANA NA NA K01513//e
ctonucleot
ide
pyrophosp
hatase/ph
osphodies
terase
family
member
1/3
[EC:3.1.4.
1 3.6.1.9]

101257465 1288 24.58 72.79 1.5662553 1.33E-285 Up 1.59E-287 LOC101257465 PREDICTED: Solanum lycopersicum random slug protein 5 (LOC101257465), mRNAGO:0005622//intracellularGO:0005215//transporter activityNA K14399//
polyribon
ucleotide
5'-
hydroxyl-
kinase
[EC:2.7.1.
78];K199
96//phosp
hatidylino
sitol
transfer
protein
SFH5

101254471 1785 21.18 62.68 1.5653026 0 Up 0 LOC101254471 PREDICTED: Solanum lycopersicum probable pectate lyase 18 (LOC101254471), mRNANA GO:0046872//metal ion binding;GO:0030570//pectate lyase activityGO:0045490//pectin catabolic processK01728//
pectate
lyase
[EC:4.2.2.
2]

104648056 882 1.41 4.16 1.5608884 8.77E-12 Up 1.56E-12 LOC104648056 PREDICTED: Solanum lycopersicum uncharacterized LOC104648056 (LOC104648056), mRNANA NA NA K11273//c
hromoso
me
transmissi
on fidelity
protein 1
[EC:3.6.4.
13]

101248663 3693 0.47 1.38 1.5539356 1.82E-16 Up 2.52E-17 LOC101248663 PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X3, mRNAGO:0005634//nucleusGO:0008081//phosphoric diester hydrolase activity;GO:0008270//zinc ion binding;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;GO:0003676//nucleic acid bindingGO:0006281//DNA repairK10862//t
yrosyl-
DNA
phosphodi
esterase 1
[EC:3.1.4.-
]

101251973 2333 6.39 18.72 1.5506926 3.13E-134 Up 7.59E-136 LOC101251973 PREDICTED: Solanum lycopersicum U-box domain-containing protein 11-like (LOC101251973), mRNAGO:0005634//nucleus;GO:0005737//cytoplasmGO:0004842//ubiquitin-protein transferase activityNA K08332//
vacuolar
protein 8

101262525 788 8.06 23.6 1.5499351 5.97E-55 Up 3.10E-56 LOC101262525 PREDICTED: Solanum lycopersicum uncharacterized LOC101262525 (LOC101262525), ncRNANA NA NA NA
101255793 1619 6.5 19 1.5474878 1.65E-93 Up 5.31E-95 LOC101255793 PREDICTED: Solanum lycopersicum probable polygalacturonase (LOC101255793), mRNAGO:0005576//extracellular regionGO:0004650//polygalacturonase activityGO:0005975//carbohydrate metabolic process;GO:0071555//cell wall organizationK01184//

polygalact
uronase
[EC:3.2.1.
15]

100134889 1150 1 2.91 1.5410192 7.47E-11 Up 1.43E-11 GA2ox4 Solanum lycopersicum gibberellin 2-oxidase (GA2ox4), mRNANA GO:0046872//metal ion binding;GO:0052634//C-19 gibberellin 2-beta-dioxygenase activity;GO:0016491//oxidoreductase activityGO:0009416//response to light stimulus;GO:0045487//gibberellin catabolic processK04125//
gibberelli
n 2-
oxidase
[EC:1.14.
11.13]

101268244 927 0.42 1.22 1.5384199 0.000272 Up 9.43E-05 LOC101268244 PREDICTED: Solanum lycopersicum auxin-responsive protein SAUR68-like (LOC101268244), mRNANA NA GO:0046620//regulation of organ growth;GO:0009733//response to auxin;GO:0009926//auxin polar transportK14488//
SAUR
family
protein

101254986 847 50.65 145.68 1.5241687 0 Up 0 LOC101254986 PREDICTED: Solanum lycopersicum glutaredoxin (LOC101254986), mRNAGO:0005623//cellGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activityGO:0045454//cell redox homeostasisK03676//
glutaredo
xin 3

104647171 1374 0.43 1.23 1.5162498 6.15E-06 Up 1.75E-06 LOC104647171 PREDICTED: Solanum lycopersicum uncharacterized LOC104647171 (LOC104647171), mRNANA NA NA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K0043
0//peroxid
ase
[EC:1.11.
1.7];K014
26//amida
se
[EC:3.5.1.
4];K0663
0//14-3-3
protein
epsilon;K
11000//cal
lose
synthase
[EC:2.4.1.-
]

101248064 934 19.21 54.92 1.5154741 1.44E-146 Up 3.15E-148 LOC101248064 PREDICTED: Solanum lycopersicum uncharacterized LOC101248064 (LOC101248064), ncRNANA NA NA NA
101263304 1999 3.86 10.89 1.4963312 1.60E-63 Up 7.27E-65 LOC101263304 PREDICTED: Solanum lycopersicum zeatin O-glucosyltransferase (LOC101263304), mRNANA GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c

is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

544122 2382 6.77 19.02 1.4902895 3.23E-131 Up 7.96E-133 MFP1 Solanum lycopersicum MFP1 protein (MFP1), mRNAGO:0016363//nuclear matrixGO:0003677//DNA bindingNA K20283//
golgin
subfamily
A
member 4

101246986 1434 10.76 30.16 1.4869584 7.33E-124 Up 1.90E-125 LOC101246986 PREDICTED: Solanum lycopersicum uncharacterized LOC101246986 (LOC101246986), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101246986 (LOC101246986), transcript variant X1, mRNANA NA NA NA
101263329 1226 0.39 1.09 1.4827821 9.03E-05 Up 2.93E-05 LOC101263329 PREDICTED: Solanum lycopersicum uncharacterized LOC101263329 (LOC101263329), mRNAGO:0005739//mitochondrionNA NA K18179//c

ytochrom
e c
oxidase
assembly
factor 6

101262252 1154 22.5 62.75 1.4796905 1.23E-201 Up 2.03E-203 LOC101262252 PREDICTED: Solanum lycopersicum zerumbone synthase (LOC101262252), mRNANA NA NA K09841//
xanthoxin
dehydroge
nase
[EC:1.1.1.
288]

101246760 1085 0.69 1.91 1.4689044 1.16E-06 Up 3.07E-07 LOC101246760 PREDICTED: Solanum lycopersicum axial regulator YABBY 1 (LOC101246760), mRNANA NA GO:2000024//regulation of leaf development;GO:0010154//fruit development;GO:0009909//regulation of flower development;GO:0010158//abaxial cell fate specification;GO:0010093//specification of floral organ identity;GO:0009933//meristem structural organization;GO:0007275//multicellular organism development;GO:0090706//specification of plant organ position;GO:0009944//polarity specification of adaxial/abaxial axis;GO:1902183//regulation of shoot apical meristem development;GO:0010450//inflorescence meristem growthNA
101245177 1115 18.55 51.32 1.468102 1.31E-157 Up 2.63E-159 LOC101245177 PREDICTED: Solanum lycopersicum uncharacterized protein (LOC101245177), transcript variant X2, mRNA;Solanum lycopersicum uncharacterized protein (LOC101245177), mRNA;PREDICTED: Solanum lycopersicum uncharacterized protein (LOC101245177), transcript variant X1, mRNANA NA NA K17911//

beta-
carotene
isomerase
[EC:5.2.1.
14]

101255616 2593 0.66 1.82 1.4634005 5.70E-14 Up 9.03E-15 LOC101255616 PREDICTED: Solanum lycopersicum long-chain-alcohol oxidase FAO4A-like (LOC101255616), mRNAGO:0005622//intracellular;GO:0016021//integral component of membraneGO:0046577//long-chain-alcohol oxidase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0016491//oxidoreductase activityNA K17756//l
ong-chain-
alcohol
oxidase
[EC:1.1.3.
20]

101055611 3554 1.22 3.36 1.4615801 1.95E-34 Up 1.47E-35 LOC101055611 Solanum lycopersicum sucrose-phosphate synthase A2 (LOC101055611), mRNA;PREDICTED: Solanum lycopersicum sucrose-phosphate synthase A2 (LOC101055611), transcript variant X1, mRNAGO:0005886//plasma membraneGO:0047947//glutamine N-phenylacetyltransferase activity;GO:0016157//sucrose synthase activity;GO:0046524//sucrose-phosphate synthase activityGO:0005985//sucrose metabolic process;GO:0071836//nectar secretion;GO:0010208//pollen wall assemblyK00696//s
ucrose-
phosphate
synthase
[EC:2.4.1.
14]

101261981 1592 0.28 0.77 1.4594316 0.000257 Up 8.87E-05 LOC101261981 PREDICTED: Solanum lycopersicum protein NtpR (LOC101261981), mRNANA GO:0016787//hydrolase activity;GO:0016740//transferase activityGO:0006541//glutamine metabolic processNA
101257978 1242 69.05 189.77 1.4585386 0 Up 0 LOC101257978 PREDICTED: Solanum lycopersicum uncharacterized LOC101257978 (LOC101257978), mRNANA NA NA K22068//i

ron-sulfur
cluster
assembly
enzyme
ISCU,
mitochon
drial

101267821 829 2.67 7.32 1.4550039 5.20E-17 Up 7.02E-18 LOC101267821 PREDICTED: Solanum lycopersicum pathogenesis-related protein PR-1-like (LOC101267821), mRNAGO:0005576//extracellular regionNA NA K20412//
peptidase
inhibitor
16

104645668 1399 1.41 3.86 1.4529057 2.25E-14 Up 3.48E-15 LOC104645668 PREDICTED: Solanum lycopersicum uncharacterized LOC104645668 (LOC104645668), ncRNANA GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0008168//methyltransferase activity;GO:0004497//monooxygenase activityNA K12639//c
ytochrom
e P450
family
724
subfamily
B
polypepti
de 1
[EC:1.14.
13.-]

104648136 1202 0.41 1.12 1.4498029 0.000148 Up 4.95E-05 LOC104648136 PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 55 (LOC104648136), mRNANA GO:0003824//catalytic activityNA K17508//
protein
phosphata
se PTC7
[EC:3.1.3.
16]

101267261 838 1.67 4.55 1.4460184 3.92E-11 Up 7.34E-12 LOC101267261 PREDICTED: Solanum lycopersicum transcription factor bHLH61-like (LOC101267261), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcription factor bHLH61-like (LOC101267261), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor bHLH61-like (LOC101267261), transcript variant X3, mRNANA NA NA NA
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104646621 1914 0.32 0.87 1.4429435 2.77E-05 Up 8.44E-06 LOC104646621 PREDICTED: Solanum lycopersicum uncharacterized LOC104646621 (LOC104646621), ncRNAGO:0005730//nucleolusNA NA K14855//r
ibosome
assembly
protein 4

101268608 1018 43.94 119.2 1.4397775 0 Up 0 LOC101268608 PREDICTED: Solanum lycopersicum uncharacterized LOC101268608 (LOC101268608), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101268608 (LOC101268608), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101268608 (LOC101268608), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101268608 (LOC101268608), transcript variant X1, mRNANA NA NA K13447//r
espiratory
burst
oxidase
[EC:1.6.3.-
1.11.1.-
];K19026/
/spatacsin;
K17757//
ATP-
dependent
NAD(P)H-
hydrate
dehydrata
se
[EC:4.2.1.
93];K128
79//THO
complex
subunit 2

101262956 1442 15.27 41.28 1.4347429 7.35E-160 Up 1.46E-161 LOC101262956 PREDICTED: Solanum lycopersicum uncharacterized LOC101262956 (LOC101262956), mRNANA GO:0016788//hydrolase activity, acting on ester bondsNA NA
544237 1782 82.18 221.81 1.4324652 0 Up 0 LOC544237 Solanum lycopersicum dihydrolipoamide dehydrogenase precursor (LOC544237), mRNAGO:0005623//cellGO:0009055//electron transfer activity;GO:0004148//dihydrolipoyl dehydrogenase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0045454//cell redox homeostasisK00382//

dihydrolip
oamide
dehydroge
nase
[EC:1.8.1.
4]

101258983 1747 3.58 9.66 1.4320636 3.88E-46 Up 2.33E-47 LOC101258983 PREDICTED: Solanum lycopersicum probable purine permease 11 (LOC101258983), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K00850//
6-
phosphofr
uctokinas
e 1
[EC:2.7.1.
11];K078
93//Ras-
related
protein
Rab-6A

101268660 756 4.67 12.6 1.4319293 2.61E-25 Up 2.53E-26 LOC101268660 PREDICTED: Solanum lycopersicum uncharacterized LOC101268660 (LOC101268660), mRNANA NA NA NA
101243914 1627 9.52 25.67 1.4310498 1.66E-112 Up 4.60E-114 LOC101243914 Solanum lycopersicum uncharacterized LOC101243914 (LOC101243914), mRNAGO:0005886//plasma membraneNA NA NA
101254402 1705 19.56 52.73 1.4307176 2.17E-241 Up 3.08E-243 LOC101254402 PREDICTED: Solanum lycopersicum zeatin O-xylosyltransferase-like (LOC101254402), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c

is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

101245976 1477 25.15 67.73 1.4292366 8.17E-267 Up 1.06E-268 LOC101245976 PREDICTED: Solanum lycopersicum coiled-coil domain-containing protein 94 (LOC101245976), mRNANA NA NA K13115//c
oiled-coil
domain-
containing
protein
130;K018
67//trypto
phanyl-
tRNA
synthetase
[EC:6.1.1.
2]

101259800 575 1.17 3.14 1.424256 1.68E-05 Up 4.98E-06 LOC101259800 PREDICTED: Solanum lycopersicum gibberellin-regulated protein 11 (LOC101259800), mRNANA NA NA K03860//
phosphati
dylinosito
l glycan,
class
Q;K20887
//xylogluc
an
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101247878 1089 0.79 2.11 1.4173184 6.14E-07 Up 1.59E-07 LOC101247878 PREDICTED: Solanum lycopersicum uncharacterized LOC101247878 (LOC101247878), mRNANA NA NA NA
101260430 1455 27.84 74.29 1.4160088 5.77E-284 Up 6.97E-286 LOC101260430 PREDICTED: Solanum lycopersicum putative S-adenosyl-L-methionine-dependent methyltransferase Mb0746c (LOC101260430), mRNAGO:0016021//integral component of membraneGO:0008168//methyltransferase activityNA K12589//e

xosome
complex
componen
t RRP42

101251870 1070 0.59 1.57 1.4119777 2.77E-05 Up 8.44E-06 LOC101251870 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL46-like (LOC101251870), mRNAGO:0016021//integral component of membraneNA NA K19041//
E3
ubiquitin-
protein
ligase
RNF38/44
[EC:2.3.2.
27]

101251239 716 52.85 140.51 1.4106974 1.07E-226 Up 1.63E-228 LOC101251239 PREDICTED: Solanum lycopersicum heme-binding-like protein At3g10130, chloroplastic (LOC101251239), mRNANA NA NA NA
101262198 1496 2.12 5.63 1.4090707 8.44E-23 Up 9.00E-24 LOC101262198 Solanum lycopersicum NO FLOWERING IN SHORT DAY-like transcription factor (LOC101262198), mRNANA GO:0046983//protein dimerization activityNA K16190//

glucurono
kinase
[EC:2.7.1.
43];K134
22//transc
ription
factor
MYC2

101268283 958 5.28 14.02 1.4088765 4.14E-35 Up 3.07E-36 LOC101268283 PREDICTED: Solanum lycopersicum kirola-like (LOC101268283), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusK10745//r
ibonuclea
se H2
subunit C

101258163 3255 2.49 6.59 1.4041327 2.59E-57 Up 1.30E-58 LOC101258163 PREDICTED: Solanum lycopersicum beta-galactosidase-like (LOC101258163), mRNANA GO:0030246//carbohydrate binding;GO:0004565//beta-galactosidase activityGO:0005975//carbohydrate metabolic processK12309//
beta-
galactosid
ase
[EC:3.2.1.
23]

101250586 1623 41.78 110.39 1.4017251 0 Up 0 LOC101250586 PREDICTED: Solanum lycopersicum palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplastic (LOC101250586), mRNAGO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016491//oxidoreductase activity;GO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006636//unsaturated fatty acid biosynthetic process;GO:0006633//fatty acid biosynthetic processK20416//
palmitoyl-
[glyceroli
pid] 7-
desaturase
[EC:1.14.
19.42]

101261193 1736 2.54 6.7 1.3993326 6.41E-31 Up 5.34E-32 LOC101261193 PREDICTED: Solanum lycopersicum anthocyanidin 3-O-glucosyltransferase 5-like (LOC101261193), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK12356//c
oniferyl-
alcohol
glucosyltr
ansferase
[EC:2.4.1.
111]

101260610 1593 4.3 11.34 1.3990121 2.45E-47 Up 1.43E-48 LOC101260610 PREDICTED: Solanum lycopersicum acetyl-CoA-benzylalcohol acetyltransferase (LOC101260610), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13065//s
hikimate
O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133]

101254642 2166 6.11 15.99 1.3879257 6.65E-90 Up 2.22E-91 LOC101254642 PREDICTED: Solanum lycopersicum uncharacterized LOC101254642 (LOC101254642), mRNANA NA NA NA
101249824 2602 11.32 29.41 1.3774328 3.24E-196 Up 5.54E-198 PAL2 Solanum lycopersicum phenylalanine ammonia-lyase 2 (PAL2), mRNAGO:0005737//cytoplasmGO:0045548//phenylalanine ammonia-lyase activityGO:0009800//cinnamic acid biosynthetic process;GO:0006559//L-phenylalanine catabolic processK10775//

phenylala
nine
ammonia-
lyase
[EC:4.3.1.
24]

101248819 1917 8.7 22.6 1.3772355 1.83E-110 Up 5.12E-112 LOC101248819 PREDICTED: Solanum lycopersicum 2-hydroxyisoflavanone dehydratase-like (LOC101248819), mRNAGO:0005829//cytosolGO:0016787//hydrolase activity;GO:0052689//carboxylic ester hydrolase activityGO:0008152//metabolic process;GO:0009056//catabolic processK13258//
2-
hydroxyis
oflavanon
e
dehydrata
se
[EC:4.2.1.
105];K20
506//tulip
oside A-
convertin
g enzyme
[EC:4.2.9
9.22]

101268314 605 689.98 1789.73 1.3751155 0 Up 0 LOC101268314 PREDICTED: Solanum lycopersicum calvin cycle protein CP12-1, chloroplastic (LOC101268314), mRNANA NA NA NA
101268846 2662 0.9 2.33 1.372333 9.53E-17 Up 1.30E-17 LOC101268846 PREDICTED: Solanum lycopersicum pollen-specific kinase partner protein-like protein (LOC101268846), mRNANA GO:0005089//Rho guanyl-nucleotide exchange factor activityNA K10418//

dynein
light
chain LC8-
type

101254974 1033 1.08 2.78 1.3640536 5.90E-08 Up 1.39E-08 LOC101254974 PREDICTED: Solanum lycopersicum uncharacterized LOC101254974 (LOC101254974), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101267854 2519 0.54 1.39 1.3640536 7.45E-10 Up 1.53E-10 LOC101267854 PREDICTED: Solanum lycopersicum root phototropism protein 3 (LOC101267854), mRNANA NA GO:0016567//protein ubiquitinationK03063//

26S
proteasom
e
regulatory
subunit
T3

104646517 1315 0.79 2.03 1.3615552 1.71E-07 Up 4.21E-08 LOC104646517 PREDICTED: Solanum lycopersicum uncharacterized LOC104646517 (LOC104646517), mRNANA NA NA NA
101264067 1651 2.52 6.45 1.3558754 4.17E-27 Up 3.83E-28 LOC101264067 PREDICTED: Solanum lycopersicum cysteine-rich repeat secretory protein 3-like (LOC101264067), mRNAGO:0016021//integral component of membraneNA NA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101251812 847 1.11 2.84 1.3553313 9.24E-07 Up 2.43E-07 LOC101251812 PREDICTED: Solanum lycopersicum uncharacterized LOC101251812 (LOC101251812), mRNANA NA NA NA
101249327 664 32.03 81.88 1.3540873 1.65E-127 Up 4.18E-129 LOC101249327 PREDICTED: Solanum lycopersicum stress-response A/B barrel domain-containing protein At5g22580 (LOC101249327), mRNAGO:0009507//chloroplastNA NA NA
104647914 2388 0.2 0.51 1.3504972 0.000413 Up 0.000147 LOC104647914 PREDICTED: Solanum lycopersicum uncharacterized LOC104647914 (LOC104647914), mRNANA NA NA K19525//

vacuolar
protein
sorting-
associated
protein
13A/C;K0
1191//alp
ha-
mannosid
ase
[EC:3.2.1.
24];K024
69//DNA
gyrase
subunit A
[EC:5.99.
1.3]

101263714 1466 8.81 22.44 1.3488588 8.34E-81 Up 3.05E-82 LOC101263714 PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 3 (LOC101263714), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK17046//
protein
DEK;K04
733//interl
eukin-1
receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101256987 1010 2.16 5.5 1.3484003 3.32E-14 Up 5.18E-15 LOC101256987 PREDICTED: Solanum lycopersicum organ-specific protein S2-like (LOC101256987), mRNANA NA NA NA
101260911 1839 8.68 22.07 1.3463197 6.24E-100 Up 1.90E-101 LOC101260911 PREDICTED: Solanum lycopersicum probable pectate lyase 5 (LOC101260911), mRNAGO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0030570//pectate lyase activityGO:0045490//pectin catabolic processK01728//

pectate
lyase
[EC:4.2.2.
2]

100736527 1149 71.94 182.88 1.3460312 0 Up 0 LOC100736527 Solanum lycopersicum putative PIP-type aquaporin (LOC100736527), mRNAGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09872//a
quaporin
PIP

101258159 832 22.96 58.27 1.3436307 2.12E-114 Up 5.80E-116 LOC101258159 PREDICTED: Solanum lycopersicum uncharacterized LOC101258159 (LOC101258159), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0045893//positive regulation of transcription, DNA-templatedNA
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101256655 1530 1.05 2.66 1.3410369 7.27E-11 Up 1.39E-11 LOC101256655 PREDICTED: Solanum lycopersicum basic leucine zipper 34-like (LOC101256655), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K20557//t
ranscripti
on factor
VIP1;K04
374//cycli
c AMP-
dependent
transcripti
on factor
ATF-4

101246041 2533 1.82 4.59 1.3345557 3.47E-29 Up 3.02E-30 LOC101246041 PREDICTED: Solanum lycopersicum probable LRR receptor-like serine/threonine-protein kinase At3g47570 (LOC101246041), mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K04730//i
nterleukin-
1 receptor-
associated
kinase 1
[EC:2.7.1
1.1]

101267289 2413 3.5 8.81 1.3317871 3.35E-49 Up 1.90E-50 LOC101267289 PREDICTED: Solanum lycopersicum DNA-dependent metalloprotease WSS1 (LOC101267289), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum DNA-dependent metalloprotease WSS1 (LOC101267289), transcript variant X1, mRNANA GO:0046872//metal ion binding;GO:0008237//metallopeptidase activityNA NA
101249287 1130 85.17 214.34 1.3314839 0 Up 0 LOC101249287 PREDICTED: Solanum lycopersicum 26S proteasome non-ATPase regulatory subunit 8 homolog A (LOC101249287), mRNAGO:0005838//proteasome regulatory particleNA GO:0006508//proteolysisK03031//

26S
proteasom
e
regulatory
subunit
N12

101261631 2530 0.37 0.93 1.3297054 8.63E-07 Up 2.26E-07 LOC101261631 PREDICTED: Solanum lycopersicum subtilisin-like protease SBT1.2 (LOC101261631), mRNANA GO:0004252//serine-type endopeptidase activityNA K12619//
5'-3'
exoribonu
clease 2
[EC:3.1.1
3.-
];K13199/
/plasmino
gen
activator
inhibitor 1
RNA-
binding
protein;K
15333//tR
NA
guanosine-
2'-O-
methyltra
nsferase
[EC:2.1.1.
34];K145
68//rRNA
small
subunit
pseudouri
dine
methyltra
nsferase
Nep1
[EC:2.1.1.
260]

109120511 1126 0.43 1.08 1.3286227 0.000675 Up 0.000246 LOC109120511 PREDICTED: Solanum lycopersicum uncharacterized LOC109120511 (LOC109120511), mRNANA NA NA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K0807
3//bifuncti
onal
polynucle
otide
phosphata
se/kinase
[EC:3.1.3.
32
2.7.1.78];
K03364//c
ell
division
cycle 20-
like
protein 1,
cofactor
of APC
complex;
K17255//
Rab GDP
dissociati
on
inhibitor

101261158 1945 9 22.58 1.3270486 1.22E-105 Up 3.57E-107 LOC101261158 PREDICTED: Solanum lycopersicum siroheme synthase (LOC101261158), mRNAGO:0009507//chloroplastGO:0008168//methyltransferase activity;GO:0004851//uroporphyrin-III C-methyltransferase activityGO:0019354//siroheme biosynthetic process;GO:0055114//oxidation-reduction process;GO:0006779//porphyrin-containing compound biosynthetic processK02303//
uroporphy
rin-III C-
methyltra
nsferase
[EC:2.1.1.
107]

101243919 909 3.1 7.76 1.3237884 3.44E-17 Up 4.60E-18 LOC101243919 PREDICTED: Solanum lycopersicum growth-regulating factor 9-like (LOC101243919), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK20496//l
aurate 7-
monooxy
genase
[EC:1.14.
13.206];K
15601//lys
ine-
specific
demethyla
se 3
[EC:1.14.
11.-]

109118704 590 3.14 7.86 1.3237648 3.65E-11 Up 6.80E-12 LOC109118704 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC109118704), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101252601 6534 24.64 61.62 1.3223964 0 Up 0 LOC101252601 PREDICTED: Solanum lycopersicum protein TSS (LOC101252601), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein TSS (LOC101252601), transcript variant X2, mRNANA NA GO:0009737//response to abscisic acidK03255//
protein
TIF31

101265617 1109 177.45 443.69 1.3221395 0 Up 0 LOC101265617 PREDICTED: Solanum lycopersicum chlorophyll a-b binding protein 8, chloroplastic-like (LOC101265617), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009765//photosynthesis, light harvesting;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08909//l
ight-
harvesting
complex I
chlorophy
ll a/b
binding
protein 3

104645933 1669 0.48 1.2 1.3219281 1.22E-05 Up 3.56E-06 LOC104645933 PREDICTED: Solanum lycopersicum CLAVATA3/ESR (CLE)-related protein 25 (LOC104645933), mRNAGO:0016021//integral component of membraneNA NA NA
543582 1146 71.17 177.43 1.3179088 0 Up 0 EXP2 Solanum lycopersicum expansin (EXP2), mRNAGO:0016020//membrane;GO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0009664//plant-type cell wall organizationK20628//e

xpansin101254918 933 277.41 690.17 1.314932 0 Up 0 LOC101254918 PREDICTED: Solanum lycopersicum auxin-binding protein ABP19a-like (LOC101254918), mRNAGO:0005618//cell wall;GO:0005576//extracellular regionGO:0045735//nutrient reservoir activity;GO:0030145//manganese ion bindingNA NA
100125906 1425 43.58 108.37 1.3142273 0 Up 0 ODD Solanum lycopersicum 2-oxoglutarate-dependent dioxygenase (ODD), mRNANA GO:0046872//metal ion binding;GO:0051213//dioxygenase activity;GO:0016491//oxidoreductase activityNA K06892//f

eruloyl-
CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-
];K13229/
/2,4-
dihydroxy-
1,4-
benzoxazi
n-3-one-
glucoside
dioxygena
se
[EC:1.14.
20.2]

101247176 3257 0.33 0.82 1.3131579 1.60E-07 Up 3.92E-08 LOC101247176 PREDICTED: Solanum lycopersicum scarecrow-like protein 9 (LOC101247176), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum scarecrow-like protein 9 (LOC101247176), transcript variant X1, mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK14494//
DELLA
protein

101244240 2770 0.97 2.41 1.3129765 3.19E-16 Up 4.48E-17 LOC101244240 PREDICTED: Solanum lycopersicum subtilisin-like protease SBT2.2 (LOC101244240), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum subtilisin-like protease SBT2.2 (LOC101244240), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum subtilisin-like protease SBT2.2 (LOC101244240), transcript variant X3, mRNANA NA NA K12619//
5'-3'
exoribonu
clease 2
[EC:3.1.1
3.-
];K05909/
/laccase
[EC:1.10.
3.2];K030
06//DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K1319
9//plasmin
ogen
activator
inhibitor 1
RNA-
binding
protein;K
15333//tR
NA
guanosine-
2'-O-
methyltra
nsferase
[EC:2.1.1.
34];K093
38//home
obox-
leucine
zipper
protein

101248862 710 29.64 73.6 1.3121603 2.15E-117 Up 5.80E-119 LOC101248862 PREDICTED: Solanum lycopersicum uncharacterized LOC101248862 (LOC101248862), mRNAGO:0016021//integral component of membrane;GO:0009507//chloroplastNA NA NA
101252626 1178 25.59 63.53 1.3118579 4.22E-173 Up 7.91E-175 LOC101252626 PREDICTED: Solanum lycopersicum cysteine-rich repeat secretory protein 55-like (LOC101252626), mRNANA NA GO:0080167//response to karrikinK04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101243657 1124 0.92 2.28 1.3093281 7.43E-07 Up 1.94E-07 LOC101243657 PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101243657), mRNANA NA NA K13070//
momilact
one-A
synthase
[EC:1.1.1.
295];K09
841//xant
hoxin
dehydroge
nase
[EC:1.1.1.
288]

104645884 982 629.08 1557.18 1.3076203 0 Up 0 Cab-1A Solanum lycopersicum chlorophyll a/b-binding protein Cab-1A (Cab-1A), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0046872//metal ion binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009765//photosynthesis, light harvesting;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08912//l
ight-
harvesting
complex
II
chlorophy
ll a/b
binding
protein 1

101248844 872 1.95 4.82 1.305559 1.75E-10 Up 3.43E-11 LOC101248844 PREDICTED: Solanum lycopersicum auxin-induced protein X15 (LOC101248844), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101252871 2766 0.51 1.26 1.3048546 2.82E-09 Up 6.04E-10 LOC101252871 PREDICTED: Solanum lycopersicum putative disease resistance protein RGA1 (LOC101252871), mRNANA GO:0043531//ADP bindingGO:0006952//defense responseK19613//l
eucine-
rich
repeat
protein
SHOC2;K
15078//str
ucture-
specific
endonucle
ase
subunit
SLX1
[EC:3.6.1.-
]

101258235 3895 0.17 0.42 1.3048546 4.25E-05 Up 1.32E-05 LOC101258235 PREDICTED: Solanum lycopersicum type I inositol polyphosphate 5-phosphatase 12-like (LOC101258235), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum type I inositol polyphosphate 5-phosphatase 12-like (LOC101258235), transcript variant X1, mRNANA GO:0016787//hydrolase activityGO:0046856//phosphatidylinositol dephosphorylationK01099//i
nositol
polyphosp
hate 5-
phosphata
se
INPP5B/F
[EC:3.1.3.
36]

101260157 1584 0.62 1.53 1.3031915 1.29E-06 Up 3.43E-07 LOC101260157 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At5g66520-like (LOC101260157), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK19589//r
elease
factor
glutamine
methyltra
nsferase
[EC:2.1.1.
297];K03
452//mag
nesium/pr
oton
exchanger

101251463 3475 1.12 2.76 1.3011695 2.01E-23 Up 2.09E-24 LOC101251463 PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 4.6 (LOC101251463), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K14638//s
olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

101258284 885 24.76 60.86 1.297483 9.10E-121 Up 2.42E-122 LOC101258284 PREDICTED: Solanum lycopersicum uncharacterized LOC101258284 (LOC101258284), mRNAGO:0016021//integral component of membraneNA NA NA
101248254 687 128.79 316.54 1.2973672 0 Up 0 LOC101248254 Solanum lycopersicum protein GAST1-like (LOC101248254), mRNAGO:0005576//extracellular regionNA NA K03860//

phosphati
dylinosito
l glycan,
class
Q;K20887
//xylogluc
an
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101247257 552 3.11 7.64 1.2966581 5.04E-10 Up 1.02E-10 LOC101247257 PREDICTED: Solanum lycopersicum wound-induced proteinase inhibitor 1-like (LOC101247257), mRNAGO:0005576//extracellular regionGO:0008233//peptidase activity;GO:0004867//serine-type endopeptidase inhibitor activityGO:0009611//response to woundingNA
101260372 2271 10.63 26.04 1.2925879 7.92E-138 Up 1.87E-139 LOC101260372 PREDICTED: Solanum lycopersicum protein kinase and PP2C-like domain-containing protein (LOC101260372), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein kinase and PP2C-like domain-containing protein (LOC101260372), transcript variant X1, mRNA;Solanum lycopersicum protein kinase and PP2C-like domain-containing protein (LOC101260372), mRNANA NA NA K17535//s

erine/thre
onine-
protein
kinase
TNNI3K
[EC:2.7.1
1.1];K197
04//protei
n
phosphata
se PTC1
[EC:3.1.3.
16];K175
06//protei
n
phosphata
se 1L
[EC:3.1.3.
16]

101250945 1927 1.25 3.06 1.2916036 1.82E-14 Up 2.80E-15 LOC101250945 PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X4, mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0010214//seed coat development;GO:0006351//transcription, DNA-templatedK18835//
WRKY
transcripti
on factor
2

101267047 1396 3.54 8.66 1.2906177 3.59E-28 Up 3.22E-29 LOC101267047 PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101267047), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15601//l
ysine-
specific
demethyla
se 3
[EC:1.14.
11.-]

101259886 1792 8.29 20.28 1.2906136 1.19E-83 Up 4.27E-85 LOC101259886 PREDICTED: Solanum lycopersicum serine/threonine-protein kinase CDL1 (LOC101259886), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004675//transmembrane receptor protein serine/threonine kinase activityGO:0006468//protein phosphorylation;GO:0007166//cell surface receptor signaling pathwayK04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101252930 727 2.04 4.99 1.2904707 7.51E-09 Up 1.66E-09 LOC101252930 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101252930), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101247792 717 38.56 94.11 1.287243 1.15E-143 Up 2.57E-145 LOC101247792 PREDICTED: Solanum lycopersicum small nuclear ribonucleoprotein SmD3b (LOC101247792), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum small nuclear ribonucleoprotein SmD3b (LOC101247792), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum small nuclear ribonucleoprotein SmD3b (LOC101247792), transcript variant X2, misc_RNAGO:0005685//U1 snRNP;GO:0097526//spliceosomal tri-snRNP complex;GO:0034719//SMN-Sm protein complex;GO:0005686//U2 snRNP;GO:0005687//U4 snRNP;GO:0034715//pICln-Sm protein complex;GO:0071013//catalytic step 2 spliceosome;GO:0071010//prespliceosome;GO:0005681//spliceosomal complex;GO:0005682//U5 snRNP;GO:0005689//U12-type spliceosomal complex;GO:0071011//precatalytic spliceosome;GO:0019013//viral nucleocapsid;GO:0000243//commitment complexGO:0003723//RNA bindingGO:0000245//spliceosomal complex assembly;GO:0000387//spliceosomal snRNP assemblyK11088//s
mall
nuclear
ribonucle
oprotein
D3

104648148 580 10.78 26.24 1.2834105 4.53E-33 Up 3.55E-34 LOC104648148 PREDICTED: Solanum lycopersicum uncharacterized LOC104648148 (LOC104648148), mRNANA NA NA NA
101257526 2017 2.52 6.12 1.2801079 8.92E-29 Up 7.86E-30 LOC101257526 PREDICTED: Solanum lycopersicum beta-glucosidase 18 (LOC101257526), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum beta-glucosidase 18 (LOC101257526), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum beta-glucosidase 18 (LOC101257526), transcript variant X3, mRNAGO:0016021//integral component of membraneGO:0008422//beta-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:1901657//glycosyl compound metabolic process;GO:0005975//carbohydrate metabolic processK05350//

beta-
glucosidas
e
[EC:3.2.1.
21]
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101257576 2504 41.83 101.51 1.279012 0 Up 0 LOC101257576 PREDICTED: Solanum lycopersicum fimbrin-2 (LOC101257576), mRNANA NA NA K17275//
plastin-1101252446 1278 10.79 26.15 1.2771161 1.23E-73 Up 4.94E-75 LOC101252446 PREDICTED: Solanum lycopersicum FH protein interacting protein FIP2 (LOC101252446), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum FH protein interacting protein FIP2 (LOC101252446), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum FH protein interacting protein FIP2 (LOC101252446), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum FH protein interacting protein FIP2 (LOC101252446), transcript variant X1, misc_RNANA NA GO:0051260//protein homooligomerizationK21919//
BTB/POZ
domain-
containing
protein
KCTD9

544110 1752 16.08 38.93 1.2756149 2.14E-153 Up 4.43E-155 AMT1-2 Solanum lycopersicum ammonium transporter (AMT1-2), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0008519//ammonium transmembrane transporter activityGO:0009624//response to nematode;GO:0015843//methylammonium transportK03320//a
mmonium
transporte
r, Amt
family

543609 3037 26.87 65.05 1.2755527 0 Up 0 TBG3 Solanum lycopersicum beta-galactosidase (TBG3), mRNANA GO:0030246//carbohydrate binding;GO:0004565//beta-galactosidase activityGO:0005975//carbohydrate metabolic processK12309//
beta-
galactosid
ase
[EC:3.2.1.
23]

101244055 627 40.36 97.58 1.2736593 1.13E-129 Up 2.82E-131 LOC101244055 Solanum lycopersicum CDGSH iron-sulfur domain-containing protein (LOC101244055), mRNAGO:0043231//intracellular membrane-bounded organelle;GO:0005739//mitochondrion;GO:0009570//chloroplast stromaGO:0051537//2 iron, 2 sulfur cluster bindingGO:0055072//iron ion homeostasis;GO:0010150//leaf senescence;GO:0072593//reactive oxygen species metabolic processNA
101249800 2904 1.71 4.12 1.268648 2.35E-27 Up 2.15E-28 LOC101249800 PREDICTED: Solanum lycopersicum probable mitochondrial intermediate peptidase, mitochondrial (LOC101249800), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable mitochondrial intermediate peptidase, mitochondrial (LOC101249800), transcript variant X1, mRNAGO:0005759//mitochondrial matrix;GO:0009535//chloroplast thylakoid membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0006518//peptide metabolic processK01410//

mitochon
drial
intermedi
ate
peptidase
[EC:3.4.2
4.59]

101255140 1565 18.13 43.65 1.2676027 1.22E-151 Up 2.55E-153 LOC101255140 PREDICTED: Solanum lycopersicum F-actin-capping protein subunit alpha (LOC101255140), mRNAGO:0005634//nucleus;GO:0008290//F-actin capping protein complexGO:0003779//actin bindingGO:0007015//actin filament organization;GO:0051016//barbed-end actin filament cappingK10364//c
apping
protein
(actin
filament)
muscle Z-
line, alpha

101254923 1233 22.68 54.54 1.2658941 1.66E-147 Up 3.61E-149 LOC101254923 PREDICTED: Solanum lycopersicum F-box protein SKIP19-like (LOC101254923), mRNANA NA NA K10268//
F-box and
leucine-
rich
repeat
protein
2/20;K10
273//F-
box and
leucine-
rich
repeat
protein 7

101268070 3676 0.47 1.13 1.2655901 1.38E-10 Up 2.67E-11 LOC101268070 PREDICTED: Solanum lycopersicum formin-like protein 2 (LOC101268070), mRNAGO:0016021//integral component of membraneNA GO:0006811//ion transportK05740//
diaphanou
s
1;K02184
//formin 2

101249141 3473 33.59 80.65 1.2636427 0 Up 0 AGO2A Solanum lycopersicum argonaute 2A (AGO2A), mRNANA GO:0003676//nucleic acid bindingGO:0031047//gene silencing by RNAK11593//e
ukaryotic
translation
initiation
factor 2C

101264349 1215 0.63 1.51 1.2611248 5.56E-05 Up 1.76E-05 LOC101264349 PREDICTED: Solanum lycopersicum myb-related protein 315-like (LOC101264349), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t
ranscripti
on factor
MYB,
plant

101247488 694 28.01 67.12 1.2608007 3.49E-98 Up 1.09E-99 LOC101247488 PREDICTED: Solanum lycopersicum 21 kDa protein-like (LOC101247488), mRNANA GO:0004857//enzyme inhibitor activityNA K01051//
pectineste
rase
[EC:3.1.1.
11]

101260536 1792 0.31 0.74 1.2552571 0.000869 Up 0.000322 LOC101260536 PREDICTED: Solanum lycopersicum cytochrome P450 78A9-like (LOC101260536), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK20619//c
ytochrom
e P450
family 78
subfamily
A

101244290 2122 2.13 5.08 1.2539751 1.34E-24 Up 1.33E-25 LOC101244290 PREDICTED: Solanum lycopersicum calmodulin-like protein 3 (LOC101244290), mRNANA GO:0005509//calcium ion binding;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13448//c
alcium-
binding
protein
CML;K01
148//poly(
A)-
specific
ribonuclea
se
[EC:3.1.1
3.4]

101254040 1820 13.69 32.65 1.2539605 2.83E-130 Up 7.02E-132 LOC101254040 PREDICTED: Solanum lycopersicum uncharacterized LOC101254040 (LOC101254040), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254040 (LOC101254040), transcript variant X1, mRNANA GO:0016491//oxidoreductase activityNA K10767//
mRNA
N6-
methylade
nine
demethyla
se
[EC:1.14.
11.53]

101244145 1493 26.98 64.24 1.2515815 6.90E-208 Up 1.12E-209 LOC101244145 PREDICTED: Solanum lycopersicum uncharacterized LOC101244145 (LOC101244145), mRNANA NA NA NA
101265927 1008 0.98 2.33 1.2494763 5.42E-06 Up 1.53E-06 LOC101265927 PREDICTED: Solanum lycopersicum probable xyloglucan endotransglucosylase/hydrolase protein 23 (LOC101265927), mRNAGO:0048046//apoplast;GO:0005618//cell wallGO:0016762//xyloglucan:xyloglucosyl transferase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0010411//xyloglucan metabolic process;GO:0042546//cell wall biogenesis;GO:0071555//cell wall organizationK08235//

xylogluca
n:xyloglu
cosyl
transferas
e
[EC:2.4.1.
207];K14
504//xylo
glucan:xyl
oglucosyl
transferas
e TCH4
[EC:2.4.1.
207]

101246552 4534 0.24 0.57 1.2479275 9.55E-07 Up 2.51E-07 LOC101246552 PREDICTED: Solanum lycopersicum TMV resistance protein N-like (LOC101246552), mRNANA GO:0043531//ADP bindingGO:0007165//signal transduction;GO:0006952//defense responseK22038//
volume-
regulated
anion
channel

101250847 803 1.2 2.85 1.2479275 9.39E-06 Up 2.71E-06 LOC101250847 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101250847), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

778300 488 5.02 11.91 1.2464141 1.85E-12 Up 3.18E-13 LOC778300 Solanum lycopersicum type 2 metallothionein MT3 (MT3), mRNANA GO:0046872//metal ion bindingNA NA
101248037 1119 52.21 123.48 1.2418793 6.13E-292 Up 7.10E-294 LOC101248037 PREDICTED: Solanum lycopersicum aquaporin PIP2-1-like (LOC101248037), misc_RNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K09872//a

quaporin
PIP

101055515 987 12.94 30.52 1.2379173 1.74E-63 Up 7.95E-65 LOC101055515 Solanum lycopersicum Hop-interacting protein THI018 (LOC101055515), mRNANA GO:0046983//protein dimerization activityNA K18485//
myogenic
factor
6;K20558
//transcrip
tion factor
SPEECH
LESS

101244203 824 3.71 8.75 1.2378638 8.84E-16 Up 1.26E-16 LOC101244203 PREDICTED: Solanum lycopersicum uncharacterized LOC101244203 (LOC101244203), mRNAGO:0016021//integral component of membraneNA NA NA
101257365 1072 0.56 1.32 1.2370392 0.000524 Up 0.000189 LOC101257365 PREDICTED: Solanum lycopersicum B3 domain-containing protein At5g42700 (LOC101257365), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101249624 2095 36.39 85.7 1.2357532 0 Up 0 4CL Solanum lycopersicum 4-coumarate--CoA ligase (4CL), mRNANA GO:0016207//4-coumarate-CoA ligase activity;GO:0005524//ATP binding;GO:0003824//catalytic activityGO:0008152//metabolic process;GO:0009698//phenylpropanoid metabolic processK01904//

4-
coumarate-
-CoA
ligase
[EC:6.2.1.
12]

101249503 732 3.52 8.28 1.2340553 2.73E-13 Up 4.46E-14 LOC101249503 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101249503), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101266576 1543 43.42 101.91 1.230864 0 Up 0 LOC101266576 PREDICTED: Solanum lycopersicum transcription initiation factor IIB-2 (LOC101266576), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcription initiation factor IIB-2 (LOC101266576), transcript variant X2, mRNANA GO:0003743//translation initiation factor activity;GO:0046872//metal ion binding;GO:0017025//TBP-class protein bindingGO:0006355//regulation of transcription, DNA-templated;GO:0070897//DNA-templated transcriptional preinitiation complex assemblyK03124//t
ranscripti
on
initiation
factor
TFIIB

101264755 1047 0.75 1.76 1.2306129 8.36E-05 Up 2.70E-05 LOC101264755 PREDICTED: Solanum lycopersicum uncharacterized LOC101264755 (LOC101264755), ncRNANA NA NA NA
101250276 2149 30.53 71.52 1.2281191 0 Up 0 LOC101250276 PREDICTED: Solanum lycopersicum uncharacterized RNA methyltransferase pc1998 (LOC101250276), mRNANA GO:0008173//RNA methyltransferase activityGO:0006396//RNA processingNA
101249679 3218 2.17 5.08 1.2271335 4.49E-37 Up 3.22E-38 LOC101249679 PREDICTED: Solanum lycopersicum protein EFR3 homolog B-like (LOC101249679), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum protein EFR3 homolog B-like (LOC101249679), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein EFR3 homolog B-like (LOC101249679), transcript variant X2, mRNANA NA NA K21842//

protein
EFR3

101256557 1848 55.82 130.61 1.2264113 0 Up 0 LOC101256557 PREDICTED: Solanum lycopersicum ATP sulfurylase 1, chloroplastic (LOC101256557), mRNANA GO:0004020//adenylylsulfate kinase activity;GO:0004781//sulfate adenylyltransferase (ATP) activityGO:0000103//sulfate assimilationK13811//
3'-
phosphoa
denosine
5'-
phosphos
ulfate
synthase
[EC:2.7.7.
4
2.7.1.25]

101263191 962 0.62 1.45 1.2257128 0.000826 Up 0.000305 LOC101263191 PREDICTED: Solanum lycopersicum probable protein ABIL5 (LOC101263191), mRNANA NA NA NA
544018 610 1.16 2.71 1.224168 0.000274 Up 9.53E-05 PRO1 Solanum lycopersicum profilin (PRO1), mRNAGO:0005856//cytoskeleton;GO:0005938//cell cortex;GO:0015629//actin cytoskeletonGO:0003779//actin binding;GO:0003785//actin monomer bindingGO:0042989//sequestering of actin monomersK05759//

profilin101259387 2146 7.07 16.5 1.2226839 1.43E-72 Up 5.85E-74 LOC101259387 PREDICTED: Solanum lycopersicum 7-deoxyloganetic acid glucosyltransferase-like (LOC101259387), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21373//
7-
deoxyloga
netic acid
glucosyltr
ansferase
[EC:2.4.1.
323]

101259032 884 1.7 3.96 1.2199657 4.27E-08 Up 9.97E-09 LOC101259032 PREDICTED: Solanum lycopersicum LOB domain-containing protein 21 (LOC101259032), mRNANA NA NA K21994//
LOB
domain-
containing
protein 18

101248942 1060 195.86 455.23 1.2167728 0 Up 0 LOC101248942 PREDICTED: Solanum lycopersicum NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial (LOC101248942), mRNAGO:0009507//chloroplastGO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0048038//quinone binding;GO:0008137//NADH dehydrogenase (ubiquinone) activityNA K03940//
NADH
dehydroge
nase
(ubiquino
ne) Fe-S
protein 7
[EC:1.6.5.
3
1.6.99.3]

101253752 2312 0.31 0.72 1.2157287 0.000152 Up 5.07E-05 LOC101253752 PREDICTED: Solanum lycopersicum protein indeterminate-domain 9 (LOC101253752), mRNANA GO:0003676//nucleic acid bindingNA K14794//r
ibosomal
RNA-
processin
g protein
12;K1230
9//beta-
galactosid
ase
[EC:3.2.1.
23]
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543794 1287 40.17 93.14 1.2132824 1.23E-245 Up 1.72E-247 exp11 Solanum lycopersicum expansin11 (exp11), mRNAGO:0016020//membrane;GO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0009664//plant-type cell wall organizationK20628//e
xpansin101266110 1986 1.22 2.82 1.208814 1.63E-12 Up 2.78E-13 LOC101266110 PREDICTED: Solanum lycopersicum transcription factor ICE1-like (LOC101266110), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor ICE1-like (LOC101266110), transcript variant X1, mRNANA NA NA K13422//t
ranscripti
on factor
MYC2

100134915 1523 4.66 10.77 1.2086164 1.96E-34 Up 1.48E-35 LOC100134915 Solanum lycopersicum omega-3 fatty acid desaturase (LOC100134915), mRNAGO:0016021//integral component of membraneGO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006629//lipid metabolic processK10257//a
cyl-lipid
omega-3
desaturase
[EC:1.14.
19.25
1.14.19.3
5
1.14.19.3
6]

101251551 791 0.94 2.17 1.2069624 0.000236 Up 8.13E-05 LOC101251551 PREDICTED: Solanum lycopersicum E3 ubiquitin ligase BIG BROTHER-related-like (LOC101251551), mRNANA GO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK19045//
E3
ubiquitin-
protein
ligase
BIG
BROTHE
R and
related
proteins
[EC:2.3.2.
27]

101263369 3279 0.26 0.6 1.2064509 6.14E-05 Up 1.95E-05 LOC101263369 PREDICTED: Solanum lycopersicum alpha-mannosidase (LOC101263369), mRNANA GO:0046872//metal ion binding;GO:0030246//carbohydrate binding;GO:0004559//alpha-mannosidase activityGO:0006013//mannose metabolic process;GO:0006517//protein deglycosylationK01191//a
lpha-
mannosid
ase
[EC:3.2.1.
24]

101252437 2799 1.2 2.76 1.2016339 1.00E-16 Up 1.37E-17 LOC101252437 PREDICTED: Solanum lycopersicum probable inactive leucine-rich repeat receptor-like protein kinase At3g03770 (LOC101252437), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K13420//
LRR
receptor-
like
serine/thre
onine-
protein
kinase
FLS2
[EC:2.7.1
1.1]

101244088 931 36.95 84.77 1.1979794 4.81E-156 Up 9.77E-158 LOC101244088 PREDICTED: Solanum lycopersicum uncharacterized LOC101244088 (LOC101244088), mRNAGO:0009507//chloroplastNA NA NA
101256323 2600 11.61 26.63 1.1976845 4.20E-142 Up 9.54E-144 LOC101256323 PREDICTED: Solanum lycopersicum tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG (LOC101256323), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG (LOC101256323), transcript variant X2, mRNAGO:0005829//cytosolGO:0050660//flavin adenine dinucleotide bindingGO:0002098//tRNA wobble uridine modification;GO:0030488//tRNA methylationK03495//t

RNA
uridine 5-
carboxym
ethylamin
omethyl
modificati
on
enzyme

101265239 2824 0.41 0.94 1.1970368 1.30E-06 Up 3.46E-07 LOC101265239 PREDICTED: Solanum lycopersicum transcriptional corepressor LEUNIG-like (LOC101265239), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcriptional corepressor LEUNIG-like (LOC101265239), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcriptional corepressor LEUNIG-like (LOC101265239), transcript variant X3, mRNANA NA NA K14963//
COMPAS
S
componen
t SWD3

101243687 2399 13.03 29.84 1.1954105 3.52E-145 Up 7.77E-147 LOC101243687 PREDICTED: Solanum lycopersicum uncharacterized LOC101243687 (LOC101243687), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101243687 (LOC101243687), transcript variant X2, mRNANA GO:0003677//DNA bindingNA K05857//
phosphati
dylinosito
l
phospholi
pase C,
delta
[EC:3.1.4.
11]

101256329 1317 1.49 3.41 1.1944594 5.22E-10 Up 1.06E-10 LOC101256329 PREDICTED: Solanum lycopersicum protein FANTASTIC FOUR 3 (LOC101256329), mRNANA NA NA NA
101256495 2283 0.28 0.64 1.1926451 0.000453 Up 0.000162 LOC101256495 PREDICTED: Solanum lycopersicum ankyrin repeat-containing protein At5g02620 (LOC101256495), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum ankyrin repeat-containing protein At5g02620 (LOC101256495), transcript variant X2, mRNAGO:0016021//integral component of membraneNA NA K15503//s

erine/thre
onine-
protein
phosphata
se 6
regulatory
ankyrin
repeat
subunit
B;K01184
//polygala
cturonase
[EC:3.2.1.
15]

101248885 1240 152.16 347.43 1.1911332 0 Up 0 LOC101248885 PREDICTED: Solanum lycopersicum hypersensitive-induced response protein 1 (LOC101248885), mRNANA NA NA NA
101267437 1035 93.26 212.93 1.1910489 0 Up 0 LOC101267437 PREDICTED: Solanum lycopersicum protein EMBRYO SAC DEVELOPMENT ARREST 3, chloroplastic (LOC101267437), mRNANA NA NA K12603//

CCR4-
NOT
transcripti
on
complex
subunit 6
[EC:3.1.1
3.4]

101258036 2334 1.13 2.58 1.1910483 3.66E-13 Up 6.02E-14 LOC101258036 PREDICTED: Solanum lycopersicum 3-ketoacyl-CoA synthase 11 (LOC101258036), mRNAGO:0016021//integral component of membraneGO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0006633//fatty acid biosynthetic processK15397//
3-ketoacyl-
CoA
synthase
[EC:2.3.1.
199]

101250944 1211 9.94 22.69 1.1907389 4.40E-55 Up 2.28E-56 LOC101250944 PREDICTED: Solanum lycopersicum abscisic acid receptor PYL4 (LOC101250944), mRNANA NA NA K14496//a
bscisic
acid
receptor
PYR/PYL
family

101246621 757 6.8 15.52 1.1905219 1.89E-23 Up 1.97E-24 LOC101246621 PREDICTED: Solanum lycopersicum transcription factor PRE6-like (LOC101246621), mRNANA GO:0046983//protein dimerization activityNA K17693//
DNA-
binding
protein
inhibitor
ID2

101260921 1300 1.24 2.83 1.1904619 2.84E-08 Up 6.56E-09 LOC101260921 PREDICTED: Solanum lycopersicum short-chain dehydrogenase TIC 32, chloroplastic (LOC101260921), mRNAGO:0016021//integral component of membraneNA NA K11153//r
etinol
dehydroge
nase 12
[EC:1.1.1.
300]

101251647 600 4.01 9.15 1.1901695 2.57E-11 Up 4.74E-12 LOC101251647 PREDICTED: Solanum lycopersicum uncharacterized LOC101251647 (LOC101251647), mRNANA NA NA NA
101264832 2292 4.01 9.14 1.1885919 5.12E-43 Up 3.29E-44 LOC101264832 PREDICTED: Solanum lycopersicum integrator complex subunit 3 (LOC101264832), mRNANA NA NA K13140//i

ntegrator
complex
subunit 3

101252654 2044 15.03 34.22 1.1869948 1.93E-140 Up 4.48E-142 LOC101252654 PREDICTED: Solanum lycopersicum vacuolar fusion protein CCZ1 homolog (LOC101252654), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum vacuolar fusion protein CCZ1 homolog (LOC101252654), transcript variant X2, mRNAGO:0031982//vesicleNA GO:0016192//vesicle-mediated transportNA
101251995 1158 1.78 4.05 1.1860447 4.02E-10 Up 8.08E-11 LOC101251995 PREDICTED: Solanum lycopersicum uncharacterized LOC101251995 (LOC101251995), mRNANA NA NA NA
109121043 467 1.61 3.66 1.184783 0.000409 Up 0.000145 LOC109121043 PREDICTED: Solanum lycopersicum uncharacterized LOC109121043 (LOC109121043), ncRNANA NA NA NA
101248362 955 17.04 38.73 1.1845262 2.04E-72 Up 8.36E-74 LOC101248362 PREDICTED: Solanum lycopersicum thylakoid lumenal 17.9 kDa protein, chloroplastic (LOC101248362), mRNAGO:0031977//thylakoid lumen;GO:0009507//chloroplastNA NA NA
101250583 936 156.83 356.45 1.1844982 0 Up 0 LOC101250583 PREDICTED: Solanum lycopersicum auxin-binding protein ABP19a (LOC101250583), mRNAGO:0005576//extracellular regionGO:0045735//nutrient reservoir activity;GO:0030145//manganese ion bindingNA NA
101266372 1413 3.3 7.49 1.1824997 2.76E-21 Up 3.10E-22 LOC101266372 PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X2, mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activity;GO:0016987//sigma factor activityGO:0006352//DNA-templated transcription, initiationK01872//a

lanyl-
tRNA
synthetase
[EC:6.1.1.
7];K0308
6//RNA
polymeras
e primary
sigma
factor

101252466 1736 3.08 6.99 1.1823621 6.09E-25 Up 5.97E-26 LOC101252466 PREDICTED: Solanum lycopersicum 5'-adenylylsulfate reductase 3, chloroplastic-like (LOC101252466), mRNAGO:0005623//cell;GO:0005737//cytoplasmGO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004604//phosphoadenylyl-sulfate reductase (thioredoxin) activityGO:0019419//sulfate reduction;GO:0045454//cell redox homeostasisK05907//a
denylyl-
sulfate
reductase
(glutathio
ne)
[EC:1.8.4.
9]

104648440 745 1.86 4.22 1.1819404 5.54E-07 Up 1.43E-07 LOC104648440 PREDICTED: Solanum lycopersicum uncharacterized LOC104648440 (LOC104648440), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104648440 (LOC104648440), transcript variant X2, ncRNANA NA NA NA
101250755 774 1.42 3.22 1.1811698 1.03E-05 Up 3.00E-06 LOC101250755 PREDICTED: Solanum lycopersicum uncharacterized LOC101250755 (LOC101250755), mRNANA NA NA NA
101266496 1450 3.27 7.4 1.1782346 6.77E-22 Up 7.45E-23 LOC101266496 PREDICTED: Solanum lycopersicum protein MIZU-KUSSEI 1 (LOC101266496), mRNANA NA NA NA
101250059 2801 9.13 20.56 1.1711535 1.55E-114 Up 4.24E-116 LOC101250059 PREDICTED: Solanum lycopersicum cingulin-like protein 1 (LOC101250059), mRNANA NA NA K10352//

myosin
heavy
chain

101255525 348 7.61 17.13 1.1705568 3.77E-11 Up 7.04E-12 LOC101255525 PREDICTED: Solanum lycopersicum photosystem II 5 kDa protein, chloroplastic-like (LOC101255525), mRNAGO:0016021//integral component of membraneNA NA NA
101261645 574 53.04 119.32 1.1696832 5.47E-93 Up 1.77E-94 LOC101261645 PREDICTED: Solanum lycopersicum RNA polymerase II transcription factor B subunit 5 (LOC101261645), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum RNA polymerase II transcription factor B subunit 5 (LOC101261645), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum RNA polymerase II transcription factor B subunit 5 (LOC101261645), transcript variant X3, ncRNAGO:0000439//core TFIIH complexNA GO:0006355//regulation of transcription, DNA-templated;GO:0006289//nucleotide-excision repairK10845//

TFIIH
basal
transcripti
on factor
complex
TTD-A
subunit

101245631 868 50.99 114.5 1.1670614 1.95E-187 Up 3.46E-189 LOC101245631 PREDICTED: Solanum lycopersicum uncharacterized protein At4g14100-like (LOC101245631), mRNANA NA NA NA
101246802 3530 6.95 15.57 1.1636841 1.19E-108 Up 3.37E-110 LOC101246802 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-15 (LOC101246802), mRNAGO:0005634//nucleusGO:0008289//lipid binding;GO:0003677//DNA bindingNA K09338//

homeobox-
leucine
zipper
protein

101252293 2266 6.86 15.33 1.1600772 7.97E-68 Up 3.45E-69 LOC101252293 PREDICTED: Solanum lycopersicum transmembrane 9 superfamily member 5 (LOC101252293), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transmembrane 9 superfamily member 5 (LOC101252293), transcript variant X1, mRNAGO:0016021//integral component of membraneNA GO:0009624//response to nematodeK17085//t
ransmemb
rane 9
superfami
ly
member 1

104648350 801 2.48 5.54 1.1595459 3.29E-09 Up 7.08E-10 LOC104648350 PREDICTED: Solanum lycopersicum uncharacterized LOC104648350 (LOC104648350), ncRNANA NA NA K10393//
kinesin
family
member
2/24;K18
195//rham
nogalactur
onan
endolyase
[EC:4.2.2.
23];K162
96//serine
carboxype
ptidase-
like clade
I
[EC:3.4.1
6.-
];K01867/
/tryptopha
nyl-tRNA
synthetase
[EC:6.1.1.
2]
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100529103 1893 25.91 57.72 1.1555623 9.67E-210 Up 1.55E-211 LOC100529103 Solanum lycopersicum beta-hexosaminidase 1 (LOC100529103), mRNAGO:0005886//plasma membraneGO:0102148//N-acetyl-beta-D-galactosaminidase activity;GO:0004563//beta-N-acetylhexosaminidase activity;GO:0035251//UDP-glucosyltransferase activityGO:0005975//carbohydrate metabolic processK12373//
hexosami
nidase
[EC:3.2.1.
52]

101257650 1182 17.73 39.47 1.154564 9.26E-89 Up 3.11E-90 LOC101257650 PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 3-like (LOC101257650), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK17046//
protein
DEK;K04
733//interl
eukin-1
receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101261316 1679 0.93 2.07 1.1543281 1.16E-07 Up 2.81E-08 LOC101261316 PREDICTED: Solanum lycopersicum polygalacturonase At1g48100 (LOC101261316), mRNAGO:0005576//extracellular regionGO:0004650//polygalacturonase activityGO:0005975//carbohydrate metabolic process;GO:0071555//cell wall organizationK01213//
galacturan
1,4-alpha-
galacturon
idase
[EC:3.2.1.
67]

101265639 1691 0.49 1.09 1.1534745 0.000171 Up 5.77E-05 LOC101265639 PREDICTED: Solanum lycopersicum AAA-ATPase At3g50940-like (LOC101265639), mRNANA GO:0005524//ATP bindingNA K08900//
mitochon
drial
chaperone
BCS1

101252151 1011 79.32 176.07 1.1503925 0 Up 0 LOC101252151 PREDICTED: Solanum lycopersicum photosystem I chlorophyll a/b-binding protein 6, chloroplastic (LOC101252151), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009765//photosynthesis, light harvesting;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08908//l
ight-
harvesting
complex I
chlorophy
ll a/b
binding
protein 2

104648418 2253 1.07 2.37 1.1472763 5.11E-11 Up 9.66E-12 LOC104648418 PREDICTED: Solanum lycopersicum uncharacterized LOC104648418 (LOC104648418), mRNAGO:0016021//integral component of membraneNA NA K17046//
protein
DEK

101262127 713 19.48 43.13 1.146698 3.84E-56 Up 1.96E-57 LOC101262127 PREDICTED: Solanum lycopersicum S-norcoclaurine synthase 1-like (LOC101262127), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101258238 1820 39.23 86.84 1.1464024 6.42E-299 Up 7.21E-301 LOC101258238 PREDICTED: Solanum lycopersicum cytochrome P450 89A2-like (LOC101258238), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK07409//c

ytochrom
e P450
family 1
subfamily
A
polypepti
de 2
[EC:1.14.
14.1];K07
408//cytoc
hrome
P450
family 1
subfamily
A
polypepti
de 1
[EC:1.14.
14.1]

101244302 725 13.42 29.68 1.1451064 1.46E-39 Up 9.92E-41 LOC101244302 PREDICTED: Solanum lycopersicum uncharacterized LOC101244302 (LOC101244302), mRNAGO:0016021//integral component of membraneNA NA NA
101255499 1667 7.79 17.22 1.1443899 1.26E-54 Up 6.57E-56 LOC101255499 PREDICTED: Solanum lycopersicum transcription factor RF2b-like (LOC101255499), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K20557//t

ranscripti
on factor
VIP1

543991 2192 16.15 35.68 1.1435815 1.65E-148 Up 3.56E-150 GP1 Solanum lycopersicum polygalacturonase isoenzyme 1 beta subunit (GP1), mRNAGO:0048046//apoplast;GO:0005618//cell wallNA GO:0009835//fruit ripening;GO:0071555//cell wall organizationK06699//
proteasom
e activator
subunit
4;K12472
//epiderm
al growth
factor
receptor
substrate
15

101254978 626 6.52 14.39 1.1421227 7.64E-17 Up 1.04E-17 LOC101254978 PREDICTED: Solanum lycopersicum peamaclein-like (LOC101254978), mRNANA NA NA NA
104646222 2605 0.39 0.86 1.1408625 3.92E-05 Up 1.22E-05 LOC104646222 PREDICTED: Solanum lycopersicum zinc finger BED domain-containing protein DAYSLEEPER-like (LOC104646222), mRNANA GO:0003677//DNA binding;GO:0046983//protein dimerization activityNA K21026//a

cetylajmal
ine
esterase
[EC:3.1.1.
80]

101268886 1622 1.67 3.68 1.1398577 4.31E-12 Up 7.56E-13 LOC101268886 PREDICTED: Solanum lycopersicum uncharacterized LOC101268886 (LOC101268886), mRNANA NA NA K19307//
25S
rRNA
(uracil263
4-N3)-
methyltra
nsferase
[EC:2.1.1.
313]

101245640 1822 8.44 18.59 1.1392119 4.27E-64 Up 1.92E-65 LOC101245640 PREDICTED: Solanum lycopersicum protein WVD2-like 7 (LOC101245640), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein WVD2-like 7 (LOC101245640), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein WVD2-like 7 (LOC101245640), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum protein WVD2-like 7 (LOC101245640), transcript variant X3, mRNANA NA NA NA
101262607 1808 0.8 1.76 1.1375035 5.79E-07 Up 1.50E-07 LOC101262607 PREDICTED: Solanum lycopersicum L-tryptophan--pyruvate aminotransferase 1-like (LOC101262607), mRNAGO:0016021//integral component of membraneGO:0008483//transaminase activity;GO:0016846//carbon-sulfur lyase activityNA K16903//

L-
tryptopha
n---
pyruvate
aminotran
sferase
[EC:2.6.1.
99]

101251000 1668 0.45 0.99 1.1375035 0.000503 Up 0.000181 LOC101251000 PREDICTED: Solanum lycopersicum zinc finger protein WIP3 (LOC101251000), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K14794//r
ibosomal
RNA-
processin
g protein
12;K1230
9//beta-
galactosid
ase
[EC:3.2.1.
23]

101251196 573 84.22 184.9 1.1345104 1.45E-184 Up 2.59E-186 LOC101251196 PREDICTED: Solanum lycopersicum DNA-directed RNA polymerases I, II, and III subunit RPABC5 (LOC101251196), mRNAGO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templated;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03007//
DNA-
directed
RNA
polymeras
es I, II,
and III
subunit
RPABC5

101247764 1004 1.29 2.83 1.133431 5.24E-06 Up 1.48E-06 LOC101247764 PREDICTED: Solanum lycopersicum uncharacterized LOC101247764 (LOC101247764), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101247764 (LOC101247764), transcript variant X2, ncRNANA NA NA NA
101267980 1986 47.64 104.4 1.1318764 0 Up 0 LOC101267980 PREDICTED: Solanum lycopersicum plant intracellular Ras-group-related LRR protein 9 (LOC101267980), mRNANA NA NA K19613//l

eucine-
rich
repeat
protein
SHOC2

101250846 1493 47.52 103.98 1.1296993 7.08E-285 Up 8.52E-287 LOC101250846 PREDICTED: Solanum lycopersicum triosephosphate isomerase, chloroplastic (LOC101250846), mRNAGO:0005829//cytosolGO:0004807//triose-phosphate isomerase activityGO:0019563//glycerol catabolic process;GO:0006094//gluconeogenesis;GO:0046166//glyceraldehyde-3-phosphate biosynthetic process;GO:0006096//glycolytic processK01803//t
riosephos
phate
isomerase
(TIM)
[EC:5.3.1.
1]

544152 1943 249.45 544.42 1.1259694 0 Up 0 LOC544152 Solanum lycopersicum phospho-2-dehydro-3-deoxyheptonate aldolase (LOC544152), mRNAGO:0009507//chloroplastGO:0003849//3-deoxy-7-phosphoheptulonate synthase activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK01626//
3-deoxy-7-
phosphoh
eptulonate
synthase
[EC:2.5.1.
54]

101248871 2256 6.94 15.13 1.1244044 1.59E-63 Up 7.22E-65 LOC101248871 PREDICTED: Solanum lycopersicum riboflavin biosynthesis protein PYRR, chloroplastic (LOC101248871), mRNANA GO:0050661//NADP binding;GO:0008835//diaminohydroxyphosphoribosylaminopyrimidine deaminase activity;GO:0008703//5-amino-6-(5-phosphoribosylamino)uracil reductase activityGO:0009231//riboflavin biosynthetic processK11752//
diaminoh
ydroxyph
osphoribo
sylaminop
yrimidine
deaminase
/ 5-amino-
6-(5-
phosphori
bosylamin
o)uracil
reductase
[EC:3.5.4.
26
1.1.1.193]

544158 1373 7.12 15.52 1.1241794 2.00E-39 Up 1.37E-40 LOC544158 PREDICTED: Solanum lycopersicum extensin-3 (LOC544158), mRNANA GO:0005199//structural constituent of cell wallGO:0009664//plant-type cell wall organizationK03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K0574
7//Wiskott-
Aldrich
syndrome
protein

101266629 1605 117.62 256.01 1.1220668 0 Up 0 LOC101266629 PREDICTED: Solanum lycopersicum fructose-1,6-bisphosphatase, cytosolic (LOC101266629), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0042132//fructose 1,6-bisphosphate 1-phosphatase activityGO:0005975//carbohydrate metabolic processK03841//f
ructose-
1,6-
bisphosph
atase I
[EC:3.1.3.
11]

101268821 2469 6.19 13.46 1.1206671 9.02E-62 Up 4.21E-63 LOC101268821 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At3g29230 (LOC101268821), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK19090//
CRISPR-
associated
protein
Cas5t;K0
8867//WN
K lysine
deficient
protein
kinase
[EC:2.7.1
1.1];K060
66//CBF1
interactin
g
corepress
or

101244999 507 1.79 3.89 1.1198106 0.000261 Up 9.03E-05 LOC101244999 PREDICTED: Solanum lycopersicum uncharacterized LOC101244999 (LOC101244999), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0048530//fruit morphogenesis;GO:0010199//organ boundary specification between lateral organs and the meristemNA
101254427 1268 3.2 6.95 1.1189411 9.97E-17 Up 1.37E-17 LOC101254427 PREDICTED: Solanum lycopersicum inositol oxygenase 1-like (LOC101254427), mRNAGO:0005737//cytoplasmGO:0005506//iron ion binding;GO:0050113//inositol oxygenase activityGO:0019310//inositol catabolic processK00469//i

nositol
oxygenase
[EC:1.13.
99.1]

104646795 435 4.81 10.44 1.1180129 2.01E-08 Up 4.58E-09 LOC104646795 PREDICTED: Solanum lycopersicum cytokinesis protein sepA-like (LOC104646795), mRNANA NA NA K01868//t
hreonyl-
tRNA
synthetase
[EC:6.1.1.
3]

101258047 1574 6.4 13.88 1.1168638 4.10E-40 Up 2.76E-41 LOC101258047 PREDICTED: Solanum lycopersicum ankyrin-3-like (LOC101258047), mRNANA NA NA K15502//s
erine/thre
onine-
protein
phosphata
se 6
regulatory
ankyrin
repeat
subunit A

104645726 447 32.74 70.72 1.111064 2.41E-52 Up 1.30E-53 LOC104645726 PREDICTED: Solanum lycopersicum arabinogalactan peptide 13 (LOC104645726), mRNAGO:0016021//integral component of membraneNA NA NA
101265090 2729 0.63 1.36 1.1101829 9.93E-08 Up 2.39E-08 LOC101265090 PREDICTED: Solanum lycopersicum butyrate--CoA ligase AAE11, peroxisomal-like (LOC101265090), mRNANA GO:0003824//catalytic activityGO:0008152//metabolic processK00666//f

atty-acyl-
CoA
synthase
[EC:6.2.1.-
]

101254141 5090 0.89 1.92 1.1092291 1.18E-16 Up 1.62E-17 LOC101254141 PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X33, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X32, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X19, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X7, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X3, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X10, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X30, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X29, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X14, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X24, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X26, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X8, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X11, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X21, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X18, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X4, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X12, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X6, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X31, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X28, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X9, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X27, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X20, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X25, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X5, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X23, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X17, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X22, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X15, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X13, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101254141 (LOC101254141), transcript variant X16, ncRNAGO:0005643//nuclear poreNA GO:0006810//transportK14297//
nuclear
pore
complex
protein
Nup98-
Nup96

101267742 1618 1.72 3.71 1.1090106 6.61E-11 Up 1.26E-11 LOC101267742 PREDICTED: Solanum lycopersicum cytochrome b561 and DOMON domain-containing protein At3g25290 (LOC101267742), mRNAGO:0016021//integral component of membraneNA GO:0055114//oxidation-reduction processK03189//
urease
accessory
protein

101254886 1609 7.28 15.69 1.107835 8.90E-46 Up 5.38E-47 LOC101254886 PREDICTED: Solanum lycopersicum root phototropism protein 3-like (LOC101254886), mRNANA NA NA K03063//
26S
proteasom
e
regulatory
subunit
T3

543809 1952 173.71 373.63 1.1049295 0 Up 0 LOC543809 Solanum lycopersicum inositol-3-phosphate synthase (LOC543809), mRNAGO:0005737//cytoplasmGO:0004512//inositol-3-phosphate synthase activityGO:0008654//phospholipid biosynthetic process;GO:0006021//inositol biosynthetic processK01858//
myo-
inositol-1-
phosphate
synthase
[EC:5.5.1.
4]

101260945 856 1.67 3.59 1.1041357 2.57E-06 Up 7.04E-07 LOC101260945 PREDICTED: Solanum lycopersicum uncharacterized LOC101260945 (LOC101260945), mRNAGO:0016021//integral component of membraneNA NA NA
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101249313 1241 36.21 77.74 1.1022689 2.39E-169 Up 4.55E-171 LOC101249313 PREDICTED: Solanum lycopersicum 50S ribosomal protein L7/L12-like (LOC101249313), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum 50S ribosomal protein L7/L12-like (LOC101249313), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum 50S ribosomal protein L7/L12-like (LOC101249313), transcript variant X1, mRNAGO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0016021//integral component of membraneGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0006839//mitochondrial transportK02935//l
arge
subunit
ribosomal
protein
L7/L12

100037489 1648 2.18 4.68 1.1021804 1.51E-14 Up 2.31E-15 CYP85A1 Solanum lycopersicum 6-deoxocastasterone oxidase (CYP85A1), transcript variant 2, mRNA;PREDICTED: Solanum lycopersicum 6-deoxocastasterone oxidase (CYP85A1), transcript variant X1, mRNA;Solanum lycopersicum 6-deoxocastasterone oxidase (CYP85A1), transcript variant 1, mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0010268//brassinosteroid homeostasis;GO:0007275//multicellular organism development;GO:0016132//brassinosteroid biosynthetic process;GO:0016125//sterol metabolic processK09590//
brassinost
eroid-6-
oxidase 1
[EC:1.14.-
.-]

101251724 1182 11.54 24.77 1.1019506 9.46E-52 Up 5.13E-53 LOC101251724 PREDICTED: Solanum lycopersicum uncharacterized LOC101251724 (LOC101251724), mRNAGO:0016021//integral component of membraneNA GO:0009658//chloroplast organizationK09422//t
ranscripti
on factor
MYB,
plant

104649338 1033 7.11 15.24 1.0999414 4.75E-28 Up 4.28E-29 LOC104649338 PREDICTED: Solanum lycopersicum leucine-rich repeat extensin-like protein 1 (LOC104649338), mRNANA NA NA K01868//t
hreonyl-
tRNA
synthetase
[EC:6.1.1.
3];K0412
1//ent-
kaurene
synthase
[EC:4.2.3.
19]

101268119 2017 11.47 24.58 1.0996195 2.28E-88 Up 7.71E-90 LOC101268119 PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 6.2 (LOC101268119), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 6.2 (LOC101268119), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityGO:0006857//oligopeptide transportK14638//s
olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

101247340 2205 7.47 16 1.0988918 3.41E-63 Up 1.56E-64 LOC101247340 PREDICTED: Solanum lycopersicum beta-amylase (LOC101247340), mRNANA GO:0016161//beta-amylase activity;GO:0102229//amylopectin maltohydrolase activityGO:0000272//polysaccharide catabolic processK01177//
beta-
amylase
[EC:3.2.1.
2]

101260340 1123 37.55 80.24 1.0955087 9.31E-155 Up 1.92E-156 LOC101260340 PREDICTED: Solanum lycopersicum thioredoxin-like 4, chloroplastic (LOC101260340), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum thioredoxin-like 4, chloroplastic (LOC101260340), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum thioredoxin-like 4, chloroplastic (LOC101260340), transcript variant X3, mRNAGO:0005623//cell;GO:0005737//cytoplasmGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisK03671//t
hioredoxi
n 1

101265433 1593 3.52 7.52 1.0951572 8.77E-22 Up 9.67E-23 LOC101265433 PREDICTED: Solanum lycopersicum uncharacterized LOC101265433 (LOC101265433), mRNANA NA NA NA
101255125 1673 22.79 48.67 1.0946319 9.80E-143 Up 2.21E-144 LOC101255125 PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase ZNF645 (LOC101255125), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase ZNF645 (LOC101255125), transcript variant X2, mRNANA GO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activity;GO:0003676//nucleic acid bindingGO:0030155//regulation of cell adhesionK15685//

E3
ubiquitin-
protein
ligase
Hakai
[EC:2.3.2.
27]

101257036 1527 12.12 25.88 1.0944479 1.84E-69 Up 7.76E-71 LOC101257036 PREDICTED: Solanum lycopersicum SH3 domain-containing protein 3 (LOC101257036), mRNANA NA NA K11247//e
ndophilin-
A

101251848 670 5.54 11.82 1.0932722 4.60E-14 Up 7.24E-15 LOC101251848 PREDICTED: Solanum lycopersicum glutaredoxin-C6-like (LOC101251848), mRNAGO:0005623//cellGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activityGO:0045454//cell redox homeostasisK03676//
glutaredo
xin 3

101252202 1305 7.49 15.98 1.0932298 7.07E-37 Up 5.08E-38 LOC101252202 PREDICTED: Solanum lycopersicum fatty acid desaturase 4, chloroplastic (LOC101252202), mRNAGO:0005783//endoplasmic reticulumGO:0061630//ubiquitin protein ligase activity;GO:0031625//ubiquitin protein ligase bindingGO:0030433//ubiquitin-dependent ERAD pathway;GO:0000209//protein polyubiquitinationK20417//
palmitoyl-
[glyceroli
pid] 3-(E)-
desaturase
[EC:1.14.
19.43]

101244251 2796 0.6 1.28 1.0931094 1.79E-07 Up 4.42E-08 LOC101244251 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At4g21300 (LOC101244251), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK01176//a
lpha-
amylase
[EC:3.2.1.
1]

101246107 1281 5.48 11.69 1.0930271 4.60E-26 Up 4.36E-27 LOC101246107 PREDICTED: Solanum lycopersicum L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase-like (LOC101246107), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase-like (LOC101246107), transcript variant X1, mRNANA GO:0000287//magnesium ion binding;GO:0008897//holo-[acyl-carrier-protein] synthase activityGO:0019878//lysine biosynthetic process via aminoadipic acidK06133//
4'-
phosphop
antetheiny
l
transferas
e
[EC:2.7.8.-
]

101264842 2160 34.16 72.83 1.0922249 3.04E-276 Up 3.78E-278 LOC101264842 PREDICTED: Solanum lycopersicum trigger factor-like protein TIG, Chloroplastic (LOC101264842), mRNAGO:0009941//chloroplast envelope;GO:0009570//chloroplast stromaNA GO:0006457//protein folding;GO:0015031//protein transportK10578//
ubiquitin-
conjugatin
g enzyme
E2 J1
[EC:2.3.2.
23]

101243647 2605 9.39 19.98 1.0893595 8.84E-92 Up 2.90E-93 LOC101243647 PREDICTED: Solanum lycopersicum BEL1-like homeodomain protein 7 (LOC101243647), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum BEL1-like homeodomain protein 7 (LOC101243647), transcript variant X1, mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templatedK16670//
homeobox
protein
Meis2;K1
5613//ho
meobox
protein
Meis1

101250679 880 14.79 31.47 1.0893551 2.47E-47 Up 1.44E-48 LOC101250679 PREDICTED: Solanum lycopersicum uncharacterized LOC101250679 (LOC101250679), mRNANA NA NA NA
101252854 812 6.45 13.72 1.0889094 1.49E-19 Up 1.80E-20 LOC101252854 PREDICTED: Solanum lycopersicum thioredoxin H4-1 (LOC101252854), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum thioredoxin H4-1 (LOC101252854), transcript variant X2, mRNAGO:0005623//cell;GO:0005737//cytoplasmGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisK03671//t

hioredoxi
n 1

101246156 717 1.58 3.36 1.0885367 5.27E-05 Up 1.66E-05 LOC101246156 PREDICTED: Solanum lycopersicum uncharacterized LOC101246156 (LOC101246156), mRNAGO:0016021//integral component of membraneNA NA NA
101266147 752 50.6 107.59 1.0883347 4.93E-135 Up 1.18E-136 LOC101266147 PREDICTED: Solanum lycopersicum uncharacterized LOC101266147 (LOC101266147), mRNANA NA NA K19363//l

ipopolysa
ccharide-
induced
tumor
necrosis
factor-
alpha
factor

543720 1892 91.65 194.8 1.0877869 0 Up 0 mek1 Solanum lycopersicum MAP kinase kinase (mek1), mRNAGO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascadeK20603//
mitogen-
activated
protein
kinase
kinase 2
[EC:2.7.1
2.2]

101266182 1023 608.22 1291.99 1.0869297 0 Up 0 LOC101266182 PREDICTED: Solanum lycopersicum chlorophyll a-b binding protein 1B, chloroplastic-like (LOC101266182), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0046872//metal ion binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08912//l
ight-
harvesting
complex
II
chlorophy
ll a/b
binding
protein 1

100736484 1875 0.68 1.44 1.0824622 1.20E-05 Up 3.49E-06 LOC100736484 Solanum lycopersicum Lyk11 (LOC100736484), mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K13429//c
hitin
elicitor
receptor
kinase 1

101261120 1131 5.56 11.73 1.0770462 4.15E-23 Up 4.37E-24 LOC101261120 PREDICTED: Solanum lycopersicum probable tyrosine-protein phosphatase At1g05000 (LOC101261120), mRNAGO:0005737//cytoplasmGO:0004725//protein tyrosine phosphatase activityNA K18045//t
yrosine-
protein
phosphata
se SIW14
[EC:3.1.3.
48]

101261588 1099 281.83 594.43 1.0766817 0 Up 0 LOC101261588 Solanum lycopersicum proline-rich protein (LOC101261588), mRNANA NA NA K00430//
peroxidas
e
[EC:1.11.
1.7];K147
09//solute
carrier
family 39
(zinc
transporte
r),
member
1/2/3

101266036 901 0.93 1.96 1.075551 0.000636 Up 0.000232 LOC101266036 PREDICTED: Solanum lycopersicum protein DEHYDRATION-INDUCED 19 homolog 5-like (LOC101266036), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum protein DEHYDRATION-INDUCED 19 homolog 5-like (LOC101266036), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein DEHYDRATION-INDUCED 19 homolog 5-like (LOC101266036), transcript variant X1, mRNANA NA NA K15697//
RING
finger
protein
114
[EC:2.3.2.
27]

101253663 1875 16.05 33.79 1.0740231 2.72E-108 Up 7.77E-110 LOC101253663 PREDICTED: Solanum lycopersicum mitochondrial carrier protein MTM1 (LOC101253663), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum mitochondrial carrier protein MTM1 (LOC101253663), transcript variant X1, mRNAGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0016530//metallochaperone activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:1901562//response to paraquat;GO:0006839//mitochondrial transportK15119//s
olute
carrier
family 25,
member
39/40

544272 1281 33.8 71.06 1.0720144 1.16E-152 Up 2.43E-154 XTH1 Solanum lycopersicum endo-xyloglucan transferase (XTH1), mRNAGO:0048046//apoplast;GO:0005618//cell wall;GO:0016021//integral component of membraneGO:0016762//xyloglucan:xyloglucosyl transferase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0010411//xyloglucan metabolic process;GO:0042546//cell wall biogenesis;GO:0071555//cell wall organizationK08235//
xylogluca
n:xyloglu
cosyl
transferas
e
[EC:2.4.1.
207]

101245586 658 103.42 217.06 1.0695787 9.91E-229 Up 1.50E-230 LOC101245586 Solanum lycopersicum alpha amylase inhibitor/lipid-transfer/seed storage superfamily protein (LOC101245586), mRNANA NA NA K11855//
ubiquitin
carboxyl-
terminal
hydrolase
36/42
[EC:3.4.1
9.12]

101264365 682 7.11 14.92 1.0693261 2.48E-17 Up 3.30E-18 LOC101264365 PREDICTED: Solanum lycopersicum glycine-rich protein 5-like (LOC101264365), mRNANA NA NA K01180//e
ndo-
1,3(4)-
beta-
glucanase
[EC:3.2.1.
6];K0574
7//Wiskott-
Aldrich
syndrome
protein;K
21952//C
ASK-
interactin
g protein

101265605 986 791.45 1659.11 1.0678394 0 Up 0 LOC101265605 PREDICTED: Solanum lycopersicum chlorophyll a-b binding protein 1C, chloroplastic (LOC101265605), mRNAGO:0010287//plastoglobule;GO:0009535//chloroplast thylakoid membrane;GO:0009523//photosystem II;GO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009522//photosystem IGO:0031409//pigment binding;GO:0046872//metal ion binding;GO:0016168//chlorophyll bindingGO:0009768//photosynthesis, light harvesting in photosystem I;GO:0009765//photosynthesis, light harvesting;GO:0009416//response to light stimulus;GO:0018298//protein-chromophore linkageK08912//l
ight-
harvesting
complex
II
chlorophy
ll a/b
binding
protein 1

104644351 1066 1.8 3.77 1.0665676 1.46E-07 Up 3.57E-08 LOC104644351 PREDICTED: Solanum lycopersicum uncharacterized LOC104644351 (LOC104644351), ncRNANA NA NA K00799//
glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101266952 838 220.97 461.75 1.0632614 0 Up 0 LOC101266952 PREDICTED: Solanum lycopersicum 50S ribosomal protein L17, chloroplastic-like (LOC101266952), mRNAGO:0005840//ribosome;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translationK02879//l
arge
subunit
ribosomal
protein
L17

101257878 1373 0.68 1.42 1.0622843 0.000775 Up 0.000285 LOC101257878 PREDICTED: Solanum lycopersicum germin-like protein subfamily 3 member 4 (LOC101257878), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum germin-like protein subfamily 3 member 4 (LOC101257878), transcript variant X1, mRNAGO:0005576//extracellular regionGO:0045735//nutrient reservoir activity;GO:0030145//manganese ion bindingNA NA
101268276 1811 28.79 60.12 1.0622772 7.72E-182 Up 1.40E-183 LOC101268276 PREDICTED: Solanum lycopersicum cytochrome P450 CYP82D47-like (LOC101268276), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0020037//heme binding;GO:0005506//iron ion bindingGO:0044550//secondary metabolite biosynthetic processK14985//

26-
hydroxyla
se
[EC:1.14.-
.-
];K00512/
/steroid
17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2];K0740
8//cytochr
ome P450
family 1
subfamily
A
polypepti
de 1
[EC:1.14.
14.1]

101253234 730 2.09 4.36 1.0608252 4.56E-06 Up 1.28E-06 LOC101253234 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101253234), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101261433 898 263.04 548.38 1.0598938 0 Up 0 LOC101261433 PREDICTED: Solanum lycopersicum 50S ribosomal protein L24, chloroplastic (LOC101261433), mRNAGO:0005840//ribosome;GO:0009941//chloroplast envelope;GO:0009570//chloroplast stromaGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0032544//plastid translationK02895//l
arge
subunit
ribosomal
protein
L24
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104648378 750 1.19 2.48 1.0593785 0.000561 Up 0.000203 LOC104648378 PREDICTED: Solanum lycopersicum transcription factor PAR1 (LOC104648378), mRNANA GO:0046983//protein dimerization activityNA NA
101249376 1040 39.31 81.75 1.0563224 7.34E-138 Up 1.73E-139 LOC101249376 PREDICTED: Solanum lycopersicum U2 small nuclear ribonucleoprotein B'' (LOC101249376), mRNAGO:0005686//U2 snRNP;GO:0030529//intracellular ribonucleoprotein complex;GO:0019013//viral nucleocapsidGO:0003723//RNA binding;GO:0035614//snRNA stem-loop bindingGO:0000398//mRNA splicing, via spliceosomeK11094//

U2 small
nuclear
ribonucle
oprotein
B''

101248252 3252 4.65 9.67 1.0562852 2.29E-53 Up 1.22E-54 LOC101248252 PREDICTED: Solanum lycopersicum receptor-like kinase TMK3 (LOC101248252), mRNAGO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K00924//
kinase
[EC:2.7.1.-
]

101249898 2078 0.63 1.31 1.0561431 1.58E-05 Up 4.66E-06 LOC101249898 PREDICTED: Solanum lycopersicum AAA-ATPase At5g57480 (LOC101249898), mRNANA GO:0005524//ATP bindingNA K08900//
mitochon
drial
chaperone
BCS1

101258063 1586 1.54 3.2 1.0551416 3.03E-09 Up 6.48E-10 LOC101258063 PREDICTED: Solanum lycopersicum RNA-binding protein 24-B (LOC101258063), mRNANA GO:0003723//RNA bindingNA K12741//
heterogen
eous
nuclear
ribonucle
oprotein
A1/A3

101265791 943 1.83 3.8 1.0541558 4.77E-06 Up 1.34E-06 LOC101265791 PREDICTED: Solanum lycopersicum eukaryotic translation initiation factor 6-2 (LOC101265791), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum eukaryotic translation initiation factor 6-2 (LOC101265791), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum eukaryotic translation initiation factor 6-2 (LOC101265791), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum eukaryotic translation initiation factor 6-2 (LOC101265791), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum eukaryotic translation initiation factor 6-2 (LOC101265791), transcript variant X1, mRNAGO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0043023//ribosomal large subunit bindingGO:0000470//maturation of LSU-rRNA;GO:0000460//maturation of 5.8S rRNA;GO:1902626//assembly of large subunit precursor of preribosome;GO:0000054//ribosomal subunit export from nucleus;GO:0042256//mature ribosome assembly;GO:0042273//ribosomal large subunit biogenesisK03264//t
ranslation
initiation
factor 6

101249132 2783 10.76 22.32 1.0526589 7.94E-103 Up 2.37E-104 LOC101249132 PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA (LOC101249132), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA (LOC101249132), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA (LOC101249132), transcript variant X1, mRNAGO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascadeK04421//
mitogen-
activated
protein
kinase
kinase
kinase 3
[EC:2.7.1
1.25]

101266763 1303 0.69 1.43 1.0513469 0.000494 Up 0.000177 LOC101266763 PREDICTED: Solanum lycopersicum F-box/kelch-repeat protein At3g23880-like (LOC101266763), mRNAGO:0016021//integral component of membraneNA NA K11649//
SWI/SNF
related-
matrix-
associated
actin-
dependent
regulator
of
chromatin
subfamily
C;K21596
//calmodu
lin-
binding
transcripti
on
activator;
K04079//
molecular
chaperone
HtpG

544223 1783 43.37 89.87 1.0511422 1.21E-262 Up 1.59E-264 LOC544223 Solanum lycopersicum wound-inducible carboxypeptidase (LOC544223), mRNAGO:0005777//peroxisome;GO:0005773//vacuoleGO:0004180//carboxypeptidase activity;GO:0004185//serine-type carboxypeptidase activity;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0019748//secondary metabolic processK16296//s
erine
carboxype
ptidase-
like clade
I
[EC:3.4.1
6.-]

101247889 617 68.45 141.82 1.0509386 1.47E-135 Up 3.52E-137 LOC101247889 PREDICTED: Solanum lycopersicum uncharacterized LOC101247889 (LOC101247889), mRNAGO:0009523//photosystem II;GO:0016021//integral component of membraneNA GO:0015979//photosynthesisK02259//c
ytochrom
e c
oxidase
assembly
protein
subunit
15;K2204
8//mechan
osensitive
ion
channel
protein
4/5/6/7/8/
9/10

101255295 1118 99.98 206.9 1.0492222 0 Up 0 LOC101255295 PREDICTED: Solanum lycopersicum 50S ribosomal protein L15, chloroplastic (LOC101255295), mRNAGO:0015934//large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translationK02876//l
arge
subunit
ribosomal
protein
L15

101256723 992 157.12 324.79 1.0476404 0 Up 0 LOC101256723 PREDICTED: Solanum lycopersicum photosynthetic NDH subunit of lumenal location 1, chloroplastic (LOC101256723), mRNAGO:0009535//chloroplast thylakoid membrane;GO:0019898//extrinsic component of membrane;GO:0009654//photosystem II oxygen evolving complexGO:0005509//calcium ion bindingGO:0015979//photosynthesisK02717//
photosyst
em II
oxygen-
evolving
enhancer
protein 2

543511 1280 80.87 167.17 1.0476395 0 Up 0 LOC543511 Solanum lycopersicum probable xyloglucan endotransglucosylase/hydrolase protein 27 (LOC543511), mRNAGO:0048046//apoplast;GO:0005618//cell wallGO:0016762//xyloglucan:xyloglucosyl transferase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0010411//xyloglucan metabolic process;GO:0042546//cell wall biogenesis;GO:0071555//cell wall organizationK08235//
xylogluca
n:xyloglu
cosyl
transferas
e
[EC:2.4.1.
207]

101262309 1450 2.75 5.68 1.0464593 3.25E-14 Up 5.07E-15 LOC101262309 PREDICTED: Solanum lycopersicum protein BIG GRAIN 1-like E (LOC101262309), mRNANA NA NA NA
101258880 1595 8.56 17.68 1.0464356 1.95E-46 Up 1.16E-47 LOC101258880 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF061 (LOC101258880), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//

EREBP-
like factor

101266928 684 22.17 45.78 1.0461087 3.76E-49 Up 2.13E-50 LOC101266928 PREDICTED: Solanum lycopersicum kirola-like (LOC101266928), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusK10745//r
ibonuclea
se H2
subunit C

101268623 1094 82.94 171.14 1.045037 4.07E-298 Up 4.61E-300 aquaporin Solanum lycopersicum aquaporin PIP2-7-like (aquaporin), mRNAGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09872//a
quaporin
PIP

101245895 920 1.12 2.31 1.0443941 0.000226 Up 7.75E-05 LOC101245895 PREDICTED: Solanum lycopersicum auxin-induced protein 6B (LOC101245895), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101243986 740 2.22 4.57 1.0416345 3.11E-06 Up 8.59E-07 LOC101243986 PREDICTED: Solanum lycopersicum uncharacterized LOC101243986 (LOC101243986), ncRNANA NA NA NA
101252082 1516 28.22 58.08 1.0413235 1.12E-141 Up 2.56E-143 LOC101252082 PREDICTED: Solanum lycopersicum probable pectate lyase 5 (LOC101252082), mRNANA GO:0046872//metal ion binding;GO:0030570//pectate lyase activityGO:0045490//pectin catabolic processK01728//

pectate
lyase
[EC:4.2.2.
2]

101266892 2058 1.21 2.49 1.0411387 3.47E-09 Up 7.46E-10 LOC101266892 PREDICTED: Solanum lycopersicum AAA-ATPase At2g18193-like (LOC101266892), mRNANA GO:0005524//ATP bindingNA K08900//
mitochon
drial
chaperone
BCS1

101243878 693 20.36 41.89 1.0408683 2.62E-45 Up 1.60E-46 LOC101243878 PREDICTED: Solanum lycopersicum uncharacterized LOC101243878 (LOC101243878), mRNANA NA NA NA
101263716 745 59.5 122.3 1.0394628 7.73E-141 Up 1.78E-142 LOC101263716 PREDICTED: Solanum lycopersicum 14 kDa proline-rich protein DC2.15-like (LOC101263716), mRNANA NA NA K11855//

ubiquitin
carboxyl-
terminal
hydrolase
36/42
[EC:3.4.1
9.12]

101055598 1719 7.83 16.09 1.0390801 1.22E-43 Up 7.67E-45 SlCKX1 PREDICTED: Solanum lycopersicum cytokinin oxidase/dehydrogenase-like (SlCKX1), transcript variant X2, mRNA;Solanum lycopersicum cytokinin oxidase/dehydrogenase-like (SlCKX1), mRNA;PREDICTED: Solanum lycopersicum cytokinin oxidase/dehydrogenase-like (SlCKX1), transcript variant X1, mRNANA GO:0016614//oxidoreductase activity, acting on CH-OH group of donors;GO:0019139//cytokinin dehydrogenase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0009690//cytokinin metabolic processK00279//c
ytokinin
dehydroge
nase
[EC:1.5.9
9.12]

101252569 1654 0.55 1.13 1.0388192 0.00033 Up 0.000116 LOC101252569 PREDICTED: Solanum lycopersicum WUSCHEL-related homeobox 1 (LOC101252569), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum WUSCHEL-related homeobox 1 (LOC101252569), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum WUSCHEL-related homeobox 1 (LOC101252569), transcript variant X3, mRNAGO:0005634//nucleusGO:0003677//DNA bindingNA K18490//
homeobox
protein
OTX2;K0
9326//ho
meobox
protein
OTX1

104645946 291 96.53 198.07 1.0369611 4.88E-79 Up 1.83E-80 LOC104645946 PREDICTED: Solanum lycopersicum protein RALF-like 27 (LOC104645946), mRNANA NA NA NA
100736446 1759 134.94 276.47 1.0348049 0 Up 0 CYP51 Solanum lycopersicum obtusifoliol 14alpha-demethylase (CYP51), mRNAGO:0005783//endoplasmic reticulum;GO:0005886//plasma membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0008168//methyltransferase activity;GO:0005506//iron ion binding;GO:0008398//sterol 14-demethylase activity;GO:0004497//monooxygenase activityGO:0016126//sterol biosynthetic processK05917//s

terol 14-
demethyla
se
[EC:1.14.
13.70]

101252642 1397 1.1 2.25 1.0324215 1.85E-05 Up 5.52E-06 LOC101252642 PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum secoisolariciresinol dehydrogenase-like (LOC101252642), transcript variant X7, mRNANA GO:0016491//oxidoreductase activityNA K13070//
momilact
one-A
synthase
[EC:1.1.1.
295];K09
841//xant
hoxin
dehydroge
nase
[EC:1.1.1.
288]

101251933 972 3.6 7.36 1.0317089 1.51E-10 Up 2.95E-11 LOC101251933 PREDICTED: Solanum lycopersicum anthocyanidin reductase-like (LOC101251933), mRNANA GO:0003824//catalytic activity;GO:0050662//coenzyme bindingNA K08695//a
nthocyani
din
reductase
[EC:1.3.1.
77];K130
82//bifunc
tional
dihydrofla
vonol 4-
reductase/
flavanone
4-
reductase
[EC:1.1.1.
219
1.1.1.234]
;K21102//
anthocyan
idin
reductase
[(2S)-
flavan-3-
ol-
forming]
[EC:1.3.1.
112]

101267670 3511 0.46 0.94 1.0310269 1.24E-06 Up 3.29E-07 LOC101267670 PREDICTED: Solanum lycopersicum uncharacterized LOC101267670 (LOC101267670), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101267670 (LOC101267670), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101267670 (LOC101267670), transcript variant X2, mRNAGO:0005886//plasma membrane;GO:0005773//vacuoleGO:0046872//metal ion bindingNA K10615//
E3
ubiquitin-
protein
ligase
HERC4
[EC:2.3.2.
26]

101267965 2368 46.09 94.16 1.0306606 0 Up 0 LOC101267965 PREDICTED: Solanum lycopersicum magnesium transporter MRS2-11, chloroplastic (LOC101267965), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum magnesium transporter MRS2-11, chloroplastic (LOC101267965), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum magnesium transporter MRS2-11, chloroplastic (LOC101267965), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum magnesium transporter MRS2-11, chloroplastic (LOC101267965), transcript variant X1, mRNAGO:0016021//integral component of membrane;GO:0009941//chloroplast envelope;GO:0009507//chloroplastGO:0046873//metal ion transmembrane transporter activity;GO:0015095//magnesium ion transmembrane transporter activityNA K16075//
magnesiu
m
transporte
r

101259820 954 14.84 30.29 1.0293505 3.05E-45 Up 1.86E-46 LOC101259820 PREDICTED: Solanum lycopersicum peroxisomal membrane protein 11B (LOC101259820), mRNAGO:0005779//integral component of peroxisomal membrane;GO:0005778//peroxisomal membraneGO:0042802//identical protein bindingGO:0044375//regulation of peroxisome size;GO:0016559//peroxisome fissionK13352//
peroxin-
11B

101263424 1351 1.24 2.53 1.0287973 2.26E-06 Up 6.15E-07 LOC101263424 PREDICTED: Solanum lycopersicum cytochrome b561 and DOMON domain-containing protein At3g07570-like (LOC101263424), mRNAGO:0016021//integral component of membraneNA GO:0055114//oxidation-reduction processNA
101266010 4227 1 2.04 1.0285692 6.52E-15 Up 9.77E-16 LOC101266010 PREDICTED: Solanum lycopersicum TMV resistance protein N-like (LOC101266010), misc_RNANA NA NA K19613//l

eucine-
rich
repeat
protein
SHOC2

101244634 942 11.38 23.19 1.0270023 2.70E-34 Up 2.04E-35 LOC101244634 PREDICTED: Solanum lycopersicum lamin-like protein (LOC101244634), mRNAGO:0016021//integral component of membraneGO:0009055//electron transfer activityNA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6]

101257983 2042 5.83 11.87 1.0257521 1.20E-38 Up 8.35E-40 LOC101257983 PREDICTED: Solanum lycopersicum uncharacterized LOC101257983 (LOC101257983), mRNANA NA NA NA
104648605 633 3.68 7.49 1.02526 5.27E-08 Up 1.24E-08 LOC104648605 Solanum lycopersicum uncharacterized LOC104648605 (LOC104648605), long non-coding RNANA NA NA NA

Page 58 of 83Manuscript submitted to editorial office



For Peer Review

101257993 2300 18.14 36.92 1.0252281 9.59E-135 Up 2.31E-136 LOC101257993 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At1g31920 (LOC101257993), mRNANA GO:0008270//zinc ion bindingNA K03452//
magnesiu
m/proton
exchanger
;K17710//
pentatrico
peptide
repeat
domain-
containing
protein
1;K10683
//BRCA1-
associated
RING
domain
protein 1

101247979 1721 1.72 3.5 1.0249464 2.30E-10 Up 4.53E-11 LOC101247979 PREDICTED: Solanum lycopersicum phospholipase A1-II 1-like (LOC101247979), mRNANA GO:0008970//phosphatidylcholine 1-acylhydrolase activityGO:0006629//lipid metabolic processK00145//
N-acetyl-
gamma-
glutamyl-
phosphate
reductase
[EC:1.2.1.
38]

101251036 1599 13.49 27.45 1.0249158 2.59E-69 Up 1.10E-70 LOC101251036 PREDICTED: Solanum lycopersicum crocetin glucosyltransferase, chloroplastic-like (LOC101251036), mRNANA GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21371//c
rocetin
glucosyltr
ansferase
[EC:2.4.1.
271]

101263383 1442 24.68 50.19 1.0240576 3.80E-113 Up 1.05E-114 LOC101263383 PREDICTED: Solanum lycopersicum photosynthetic NDH subunit of subcomplex B 2, chloroplastic (LOC101263383), mRNAGO:0010598//NAD(P)H dehydrogenase complex (plastoquinone);GO:0009535//chloroplast thylakoid membraneGO:0030246//carbohydrate binding;GO:0003824//catalytic activityGO:0009773//photosynthetic electron transport in photosystem I;GO:0005975//carbohydrate metabolic processNA
101249445 1605 311.22 632.7 1.0235868 0 Up 0 LOC101249445 PREDICTED: Solanum lycopersicum glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic-like (LOC101249445), mRNANA GO:0016620//oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor;GO:0050661//NADP binding;GO:0051287//NAD bindingGO:0006006//glucose metabolic processK05298//

glyceralde
hyde-3-
phosphate
dehydroge
nase
(NADP+)
(phosphor
ylating)
[EC:1.2.1.
13]

101265489 3448 5.63 11.43 1.0216186 4.66E-55 Up 2.42E-56 LOC101265489 PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X2, mRNANA NA NA K18046//t
yrosine-
protein
phosphata
se OCA6
[EC:3.1.3.
48];K131
96//zinc
finger
protein
ubi-
d4;K0918
8//histone-
lysine N-
methyltra
nsferase
MLL3
[EC:2.1.1.
43];K055
39//tRNA-
dihydrouri
dine
synthase
A [EC:1.-.-
.-]

100136876 3478 6.72 13.64 1.0213105 4.07E-76 Up 1.58E-77 LOC100136876 Solanum lycopersicum ribonuclease E (LOC100136876), mRNA;PREDICTED: Solanum lycopersicum ribonuclease E (LOC100136876), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum ribonuclease E (LOC100136876), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum ribonuclease E (LOC100136876), transcript variant X2, mRNAGO:0005737//cytoplasm;GO:0009507//chloroplastGO:0004521//endoribonuclease activity;GO:0003723//RNA binding;GO:0004540//ribonuclease activityGO:0010239//chloroplast mRNA processing;GO:1901259//chloroplast rRNA processing;GO:0006364//rRNA processing;GO:0009658//chloroplast organizationNA
101257548 3424 6.11 12.4 1.0210958 5.45E-68 Up 2.35E-69 LOC101257548 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-15 (LOC101257548), mRNAGO:0005634//nucleusGO:0008289//lipid binding;GO:0003677//DNA bindingNA K09338//

homeobox-
leucine
zipper
protein

101263526 553 9.67 19.6 1.0192659 1.18E-16 Up 1.62E-17 LOC101263526 PREDICTED: Solanum lycopersicum uncharacterized LOC101263526 (LOC101263526), ncRNANA NA NA NA
101247017 2313 8.21 16.63 1.018334 1.34E-60 Up 6.33E-62 LOC101247017 PREDICTED: Solanum lycopersicum prolycopene isomerase, chloroplastic (LOC101247017), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum prolycopene isomerase, chloroplastic (LOC101247017), transcript variant X1, mRNAGO:0005622//intracellularGO:0016853//isomerase activity;GO:0016491//oxidoreductase activityNA K09835//

prolycope
ne
isomerase
[EC:5.2.1.
13]

101247929 2540 1.96 3.97 1.0182854 7.99E-17 Up 1.09E-17 LOC101247929 PREDICTED: Solanum lycopersicum probable inactive receptor kinase At1g48480 (LOC101247929), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101267554 720 2.86 5.79 1.0175482 3.67E-07 Up 9.29E-08 LOC101267554 PREDICTED: Solanum lycopersicum uncharacterized LOC101267554 (LOC101267554), ncRNANA NA NA NA
101246730 1906 18.36 37.15 1.0167962 1.78E-110 Up 4.98E-112 LOC101246730 PREDICTED: Solanum lycopersicum phosphoethanolamine N-methyltransferase (LOC101246730), mRNANA GO:0000234//phosphoethanolamine N-methyltransferase activityGO:0006656//phosphatidylcholine biosynthetic processK05929//

phosphoet
hanolamin
e N-
methyltra
nsferase
[EC:2.1.1.
103]

101249062 2065 17.42 35.2 1.0148308 2.78E-113 Up 7.64E-115 LOC101249062 PREDICTED: Solanum lycopersicum probable E3 ubiquitin-protein ligase RNF217 (LOC101249062), mRNANA GO:0046872//metal ion binding;GO:0016874//ligase activity;GO:0004842//ubiquitin-protein transferase activityNA K11975//
E3
ubiquitin-
protein
ligase
RNF144
[EC:2.3.2.
27]

104645444 968 2.56 5.17 1.0140205 1.64E-08 Up 3.70E-09 LOC104645444 PREDICTED: Solanum lycopersicum transcription repressor OFP15 (LOC104645444), mRNANA NA NA NA
101256217 3243 18.55 37.45 1.0135465 1.65E-202 Up 2.71E-204 LOC101256217 PREDICTED: Solanum lycopersicum glycine--tRNA ligase, chloroplastic/mitochondrial 2 (LOC101256217), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum glycine--tRNA ligase, chloroplastic/mitochondrial 2 (LOC101256217), transcript variant X2, mRNAGO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0009570//chloroplast stromaGO:0004820//glycine-tRNA ligase activity;GO:0005524//ATP bindingGO:0006426//glycyl-tRNA aminoacylationK14164//

glycyl-
tRNA
synthetase
[EC:6.1.1.
14]

101264273 1448 196.88 397.26 1.012767 0 Up 0 LOC101264273 Solanum lycopersicum fructose-1,6-bisphosphatase, chloroplastic (LOC101264273), mRNAGO:0005829//cytosolGO:0042132//fructose 1,6-bisphosphate 1-phosphatase activityGO:0005986//sucrose biosynthetic process;GO:0006002//fructose 6-phosphate metabolic process;GO:0006094//gluconeogenesis;GO:0006000//fructose metabolic process;GO:0005975//carbohydrate metabolic process;GO:0030388//fructose 1,6-bisphosphate metabolic processK03841//f
ructose-
1,6-
bisphosph
atase I
[EC:3.1.3.
11]

101266880 1354 4.11 8.29 1.0122337 4.92E-18 Up 6.34E-19 LOC101266880 PREDICTED: Solanum lycopersicum C-factor (LOC101266880), mRNANA NA NA K08081//t
ropinone
reductase
I
[EC:1.1.1.
206];K09
841//xant
hoxin
dehydroge
nase
[EC:1.1.1.
288]

101262881 1451 15.99 32.23 1.0112342 5.81E-72 Up 2.40E-73 LOC101262881 PREDICTED: Solanum lycopersicum F-box protein At5g39250 (LOC101262881), mRNAGO:0000151//ubiquitin ligase complexNA GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processNA
101247302 2351 17.59 35.42 1.0098087 7.31E-129 Up 1.83E-130 LOC101247302 PREDICTED: Solanum lycopersicum endoglucanase 1 (LOC101247302), mRNANA GO:0030246//carbohydrate binding;GO:0008810//cellulase activityGO:0030245//cellulose catabolic processK01179//e

ndoglucan
ase
[EC:3.2.1.
4]

101246648 2006 1.7 3.42 1.0084616 3.86E-11 Up 7.22E-12 LOC101246648 PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X8, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum probable inositol transporter 2 (LOC101246648), transcript variant X9, mRNAGO:0016021//integral component of membraneNA NA K08150//
MFS
transporte
r, SP
family,
solute
carrier
family 2
(myo-
inositol
transporte
r),
member
13

101254500 523 19.7 39.53 1.0047523 5.74E-30 Up 4.87E-31 LOC101254500 PREDICTED: Solanum lycopersicum gibberellin-regulated protein 6-like (LOC101254500), mRNANA NA NA K03860//
phosphati
dylinosito
l glycan,
class
Q;K20887
//xylogluc
an
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101244316 1732 3.71 7.44 1.0038834 1.98E-20 Up 2.30E-21 LOC101244316 PREDICTED: Solanum lycopersicum anthocyanidin 3-O-glucosyltransferase-like (LOC101244316), mRNANA GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK17193//a
nthocyani
din 3-O-
glucoside
2'''-O-
xylosyltra
nsferase
[EC:2.4.2.
51]

101252838 2302 9.85 19.72 1.0014639 9.83E-70 Up 4.13E-71 LOC101252838 PREDICTED: Solanum lycopersicum external alternative NAD(P)H-ubiquinone oxidoreductase B2, mitochondrial (LOC101252838), mRNANA GO:0005509//calcium ion binding;GO:0016491//oxidoreductase activityNA K17871//
NADH:ub
iquinone
reductase
(non-
electrogen
ic)
[EC:1.6.5.
9]

543759 612 2.31 4.62 1 5.07E-05 Up 1.59E-05 fsm1 Solanum lycopersicum SANT/MYB domain protein (fsm1), mRNAGO:0005634//nucleusGO:0003677//DNA bindingNA NA
101267897 2550 0.48 0.96 1 9.67E-05 Up 3.15E-05 LOC101267897 PREDICTED: Solanum lycopersicum uncharacterized LOC101267897 (LOC101267897), mRNANA NA NA K09527//

DnaJ
homolog
subfamily
C member
7

101268614 4435 0.5 1 1 1.11E-07 Up 2.69E-08 LOC101268614 PREDICTED: Solanum lycopersicum kinesin-like protein KIN-12B (LOC101268614), mRNAGO:0005871//kinesin complexGO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:0007018//microtubule-based movementK10400//
kinesin
family
member
15

104645696 785 2.98 5.96 1 9.33E-08 Up 2.24E-08 LOC104645696 PREDICTED: Solanum lycopersicum uncharacterized LOC104645696 (LOC104645696), ncRNANA GO:0016788//hydrolase activity, acting on ester bondsNA K21026//a
cetylajmal
ine
esterase
[EC:3.1.1.
80]

101266908 2306 19.75 0.01 -10.94764 0 Down 0 LOC101266908 PREDICTED: Solanum lycopersicum low-temperature-induced 65 kDa protein-like (LOC101266908), mRNANA NA NA NA
101251387 592 11.97 0.01 -10.22521 6.65E-69 Down 2.83E-70 LOC101251387 PREDICTED: Solanum lycopersicum uncharacterized protein Mb0911c (LOC101251387), mRNANA NA NA NA
101247133 932 8.1 0.01 -9.661778 1.27E-76 Down 4.91E-78 LOC101247133 PREDICTED: Solanum lycopersicum expansin-like B1 (LOC101247133), mRNAGO:0005576//extracellular regionNA NA K20628//e

xpansin101259487 999 6.67 0.01 -9.381543 6.48E-68 Down 2.80E-69 LOC101259487 PREDICTED: Solanum lycopersicum embryogenic cell protein 40 (LOC101259487), mRNAGO:0005829//cytosolNA GO:0009414//response to water deprivation;GO:0009415//response to water;GO:0006950//response to stress;GO:0009737//response to abscisic acid;GO:0009631//cold acclimationNA
101256409 1058 17.7 0.03 -9.204571 1.73E-195 Down 2.96E-197 USP Solanum lycopersicum universal stress protein (USP), transcript variant 2, mRNA;Solanum lycopersicum universal stress protein (USP), transcript variant 1, mRNANA NA GO:0006950//response to stressNA
104647185 435 5.79 0.01 -9.17742 2.53E-23 Down 2.64E-24 LOC104647185 PREDICTED: Solanum lycopersicum uncharacterized LOC104647185 (LOC104647185), ncRNANA NA NA NA
101257497 1342 5.18 0.01 -9.016808 4.50E-72 Down 1.86E-73 LOC101257497 PREDICTED: Solanum lycopersicum probable receptor-like protein kinase At5g47070 (LOC101257497), mRNAGO:0005886//plasma membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004675//transmembrane receptor protein serine/threonine kinase activityGO:0006468//protein phosphorylation;GO:0007166//cell surface receptor signaling pathwayK00924//

kinase
[EC:2.7.1.-
]

101261225 691 4.15 0.01 -8.696968 3.12E-28 Down 2.79E-29 LOC101261225 PREDICTED: Solanum lycopersicum 16.9 kDa class I heat shock protein 1-like (LOC101261225), mRNANA NA NA K13993//
HSP20
family
protein

101253038 540 258.53 0.78 -8.372642 0 Down 0 LE25 Solanum lycopersicum protein LE25-like (LE25), mRNANA NA GO:0009793//embryo development ending in seed dormancyNA
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101267532 745 3.21 0.01 -8.326429 1.03E-23 Down 1.05E-24 LOC101267532 PREDICTED: Solanum lycopersicum CASP-like protein 1F1 (LOC101267532), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0051536//iron-sulfur cluster bindingNA K11000//c
allose
synthase
[EC:2.4.1.-
]

101262752 982 3.11 0.01 -8.280771 5.51E-31 Down 4.57E-32 LOC101262752 PREDICTED: Solanum lycopersicum oil body-associated protein 1A (LOC101262752), mRNANA NA NA NA
101251603 534 2.96 0.01 -8.209453 4.05E-15 Down 6.01E-16 LOC101251603 PREDICTED: Solanum lycopersicum uncharacterized LOC101251603 (LOC101251603), mRNAGO:0016021//integral component of membraneNA NA NA
101245172 1022 8.43 0.03 -8.134426 6.67E-86 Down 2.34E-87 LOC101245172 PREDICTED: Solanum lycopersicum uncharacterized LOC101245172 (LOC101245172), mRNANA GO:0003824//catalytic activityNA NA
101250895 688 2.08 0.01 -7.70044 3.80E-14 Down 5.94E-15 LOC101250895 PREDICTED: Solanum lycopersicum oleosin 1 (LOC101250895), mRNAGO:0005576//extracellular region;GO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019953//sexual reproduction;GO:0019915//lipid storageNA
101249653 621 2.01 0.01 -7.651052 3.34E-12 Down 5.81E-13 LOC101249653 PREDICTED: Solanum lycopersicum oleosin 1-like (LOC101249653), mRNAGO:0005576//extracellular region;GO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019953//sexual reproduction;GO:0019915//lipid storageNA
100750252 723 35.74 0.23 -7.279762 8.78E-257 Down 1.18E-258 LOC100750252 Solanum lycopersicum late embryogenesis abundant protein (LOC100750252), mRNANA NA NA K20254//

perilipin-
4;K01835
//phospho
glucomuta
se
[EC:5.4.2.
2]

101244844 411 1.51 0.01 -7.238405 7.48E-06 Down 2.14E-06 LOC101244844 PREDICTED: Solanum lycopersicum transcription factor HEC2-like (LOC101244844), mRNANA GO:0046983//protein dimerization activityNA K10863//a
prataxin
[EC:3.1.1
1.7
3.1.11.8
3.1.12.2];
K12126//
phytochro
me-
interactin
g factor 3

101249875 559 1.17 0.01 -6.870365 2.00E-06 Down 5.42E-07 LOC101249875 PREDICTED: Solanum lycopersicum 11 kDa late embryogenesis abundant protein-like (LOC101249875), mRNANA NA GO:0009793//embryo development ending in seed dormancyNA
100037736 1205 1.1 0.01 -6.78136 1.46E-13 Down 2.35E-14 tbn1 Solanum lycopersicum endonuclease precursor-like (tbn1), mRNANA GO:0004519//endonuclease activity;GO:0003676//nucleic acid bindingGO:0006308//DNA catabolic processNA
101248880 791 1.09 0.01 -6.768184 9.97E-09 Down 2.22E-09 LOC101248880 PREDICTED: Solanum lycopersicum transcription factor MYB24-like (LOC101248880), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t

ranscripti
on factor
MYB,
plant

101250514 1032 57.57 0.61 -6.560364 0 Down 0 LOC101250514 Solanum lycopersicum probable aquaporin TIP3-2 (LOC101250514), mRNAGO:0009705//plant-type vacuole membrane;GO:0042807//central vacuole;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09873//a
quaporin
TIP

101246841 666 0.87 0.01 -6.442943 7.48E-06 Down 2.14E-06 LOC101246841 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF018-like (LOC101246841), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101264804 957 0.81 0.01 -6.33985 5.88E-08 Down 1.39E-08 LOC101264804 PREDICTED: Solanum lycopersicum CASP-like protein 4D1 (LOC101264804), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneNA NA NA
101251154 1149 27.43 0.34 -6.334076 1.08E-301 Down 1.20E-303 LOC101251154 Solanum lycopersicum probable aquaporin TIP3-2-like (LOC101251154), mRNAGO:0009705//plant-type vacuole membrane;GO:0042807//central vacuole;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015250//water channel activity;GO:0005215//transporter activityGO:0034220//ion transmembrane transportK09873//a

quaporin
TIP

104647854 1772 0.77 0.01 -6.266787 2.42E-14 Down 3.76E-15 LOC104647854 PREDICTED: Solanum lycopersicum uncharacterized LOC104647854 (LOC104647854), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647854 (LOC104647854), transcript variant X1, ncRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substancesNA K05681//
ATP-
binding
cassette,
subfamily
G
(WHITE),
member
2;K16296
//serine
carboxype
ptidase-
like clade
I
[EC:3.4.1
6.-]

101249857 1991 12.23 0.16 -6.256209 5.29E-238 Down 7.61E-240 vicilin Solanum lycopersicum vicilin (vicilin), mRNANA GO:0045735//nutrient reservoir activityNA K18626//t
richohyali
n

101246412 838 2.85 0.04 -6.154818 2.83E-22 Down 3.08E-23 LOC101246412 PREDICTED: Solanum lycopersicum uncharacterized LOC101246412 (LOC101246412), mRNAGO:0016021//integral component of membraneNA NA NA
101257892 1172 0.7 0.01 -6.129283 1.55E-08 Down 3.51E-09 LOC101257892 PREDICTED: Solanum lycopersicum gibberellin 3-beta-dioxygenase 1-like (LOC101257892), mRNANA GO:0046872//metal ion binding;GO:0016707//gibberellin 3-beta-dioxygenase activity;GO:0016491//oxidoreductase activityGO:0009416//response to light stimulus;GO:0009686//gibberellin biosynthetic process;GO:0009740//gibberellic acid mediated signaling pathwayK04124//

gibberelli
n 3-beta-
dioxygena
se
[EC:1.14.
11.15]

104645830 1081 13.93 0.21 -6.051662 1.86E-141 Down 4.25E-143 LOC104645830 PREDICTED: Solanum lycopersicum late embryogenesis abundant protein 76-like (LOC104645830), mRNANA NA NA K12811//
ATP-
dependent
RNA
helicase
DDX46/P
RP5
[EC:3.6.4.
13];K202
54//perilip
in-4

101267061 880 0.66 0.01 -6.044394 4.82E-06 Down 1.36E-06 LOC101267061 PREDICTED: Solanum lycopersicum uncharacterized LOC101267061 (LOC101267061), mRNAGO:0016021//integral component of membraneNA NA NA
101250974 1179 63.94 0.97 -6.04259 0 Down 0 LOC101250974 PREDICTED: Solanum lycopersicum aldo-keto reductase 4B (LOC101250974), mRNANA GO:0016491//oxidoreductase activityNA K00002//a

lcohol
dehydroge
nase
(NADP+)
[EC:1.1.1.
2];K0001
1//aldehyd
e
reductase
[EC:1.1.1.
21]

101245363 854 0.64 0.01 -6 1.16E-05 Down 3.39E-06 LOC101245363 PREDICTED: Solanum lycopersicum uncharacterized LOC101245363 (LOC101245363), mRNAGO:0016021//integral component of membraneNA NA NA
101252753 699 0.63 0.01 -5.97728 0.000158 Down 5.30E-05 LOC101252753 PREDICTED: Solanum lycopersicum photosystem II 10 kDa polypeptide, chloroplastic (LOC101252753), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum photosystem II 10 kDa polypeptide, chloroplastic (LOC101252753), transcript variant X2, mRNAGO:0016021//integral component of membrane;GO:0009654//photosystem II oxygen evolving complexNA GO:0015979//photosynthesisK03541//

photosyst
em II
10kDa
protein

101263785 1763 0.61 0.01 -5.930737 3.09E-11 Down 5.74E-12 LOC101263785 PREDICTED: Solanum lycopersicum uncharacterized LOC101263785 (LOC101263785), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101263785 (LOC101263785), transcript variant X2, mRNAGO:0005773//vacuoleNA NA NA
101263037 729 0.6 0.01 -5.906891 0.000158 Down 5.30E-05 LOC101263037 PREDICTED: Solanum lycopersicum oleosin 1-like (LOC101263037), mRNAGO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019915//lipid storageNA

544282 710 0.59 0.01 -5.882643 0.000243 Down 8.38E-05 LOC544282 Solanum lycopersicum class II small heat shock protein Le-HSP17.6 (LOC544282), mRNANA NA NA K13993//
HSP20
family
protein

101247056 513 31.02 0.62 -5.644787 1.29E-143 Down 2.89E-145 LOC101247056 PREDICTED: Solanum lycopersicum carrot ABA-induced in somatic embryos 3-like (LOC101247056), mRNAGO:0005829//cytosolNA GO:0048316//seed development;GO:0009737//response to abscisic acidNA
101254720 1541 1 0.02 -5.643856 1.26E-14 Down 1.92E-15 LOC101254720 PREDICTED: Solanum lycopersicum abscisic acid 8'-hydroxylase 3 (LOC101254720), mRNANA GO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0010268//brassinosteroid homeostasis;GO:0007275//multicellular organism development;GO:0016132//brassinosteroid biosynthetic process;GO:0016125//sterol metabolic process;GO:0009687//abscisic acid metabolic processK09843//(

+)-
abscisic
acid 8'-
hydroxyla
se
[EC:1.14.
13.93]

101267438 1249 1.45 0.03 -5.594947 4.25E-17 Down 5.71E-18 LOC101267438 PREDICTED: Solanum lycopersicum aldose reductase (LOC101267438), mRNANA GO:0016491//oxidoreductase activityNA K00002//a
lcohol
dehydroge
nase
(NADP+)
[EC:1.1.1.
2]

101255207 1474 0.92 0.02 -5.523562 9.81E-13 Down 1.65E-13 LOC101255207 PREDICTED: Solanum lycopersicum uncharacterized LOC101255207 (LOC101255207), mRNAGO:0016021//integral component of membraneNA NA NA
104648161 1468 0.89 0.02 -5.475733 3.61E-12 Down 6.28E-13 LOC104648161 PREDICTED: Solanum lycopersicum salutaridinol 7-O-acetyltransferase-like (LOC104648161), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13065//s

hikimate
O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133]

101258525 1640 4.3 0.1 -5.426265 3.01E-65 Down 1.34E-66 LOC101258525 PREDICTED: Solanum lycopersicum embryonic protein DC-8 (LOC101258525), mRNANA NA NA K20254//
perilipin-4101261928 2740 0.33 0.01 -5.044394 1.08E-09 Down 2.24E-10 LOC101261928 PREDICTED: Solanum lycopersicum putative phospholipid:diacylglycerol acyltransferase 2 (LOC101261928), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum putative phospholipid:diacylglycerol acyltransferase 2 (LOC101261928), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum putative phospholipid:diacylglycerol acyltransferase 2 (LOC101261928), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum putative phospholipid:diacylglycerol acyltransferase 2 (LOC101261928), transcript variant X3, mRNAGO:0016021//integral component of membraneGO:0008374//O-acyltransferase activityGO:0006629//lipid metabolic processK00679//
phospholi
pid:diacyl
glycerol
acyltransf
erase
[EC:2.3.1.
158]

101263695 516 2.2 0.07 -4.974005 1.48E-09 Down 3.10E-10 LOC101263695 PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 20-like (LOC101263695), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK07213//c
opper
chaperone
;K10752//
histone-
binding
protein
RBBP4

101246023 1338 0.27 0.01 -4.754888 0.000579 Down 0.000209 LOC101246023 PREDICTED: Solanum lycopersicum two-pore potassium channel 2-like (LOC101246023), mRNAGO:0009705//plant-type vacuole membrane;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0005267//potassium channel activity;GO:0022841//potassium ion leak channel activityGO:0030322//stabilization of membrane potential;GO:0071805//potassium ion transmembrane transportK05389//
potassium
channel
subfamily
K, other
eukaryote

101262930 495 1.88 0.07 -4.747234 1.04E-07 Down 2.51E-08 LOC101262930 Solanum lycopersicum defensin-like protein (LOC101262930), mRNANA NA GO:0006952//defense responseNA
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544056 746 1553.55 62.31 -4.639961 0 Down 0 TAS14 Solanum lycopersicum TAS14 peptide (AA 1-130) (TAS14), mRNAGO:0005829//cytosolNA GO:0009414//response to water deprivation;GO:0009415//response to water;GO:0006950//response to stress;GO:0009737//response to abscisic acid;GO:0009631//cold acclimationNA
101246280 736 4.46 0.18 -4.630975 8.26E-27 Down 7.66E-28 LOC101246280 PREDICTED: Solanum lycopersicum uncharacterized LOC101246280 (LOC101246280), mRNANA NA NA NA
101250900 2808 0.24 0.01 -4.584963 2.97E-06 Down 8.21E-07 LOC101250900 PREDICTED: Solanum lycopersicum CSC1-like protein At4g02900 (LOC101250900), mRNAGO:0016021//integral component of membraneNA NA K21989//c

alcium
permeable
stress-
gated
cation
channel

101266883 1689 16.6 0.71 -4.54722 3.01E-237 Down 4.34E-239 LOC101266883 PREDICTED: Solanum lycopersicum uncharacterized acetyltransferase At3g50280 (LOC101266883), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K19747//
BAHD
acyltransf
erase
[EC:2.3.1.-
]

101256004 1531 0.46 0.02 -4.523562 2.97E-06 Down 8.21E-07 LOC101256004 PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase PUB24-like (LOC101256004), mRNANA GO:0016874//ligase activity;GO:0004842//ubiquitin-protein transferase activityNA K10260//
F-box and
WD-40
domain
protein
7;K08332
//vacuolar
protein 8

101256556 1610 0.21 0.01 -4.392317 0.000892 Down 0.000331 LOC101256556 PREDICTED: Solanum lycopersicum aluminum-activated malate transporter 2 (LOC101256556), mRNAGO:0016021//integral component of membraneNA GO:0015743//malate transportK03695//
ATP-
dependent
Clp
protease
ATP-
binding
subunit
ClpB

104647879 1817 0.21 0.01 -4.392317 0.000375 Down 0.000132 LOC104647879 PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X6, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X3, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X5, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X4, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647879 (LOC104647879), transcript variant X2, ncRNAGO:0010494//cytoplasmic stress granule;GO:0005730//nucleolus;GO:0000932//P-bodyGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0033962//cytoplasmic mRNA processing body assembly;GO:0010501//RNA secondary structure unwinding;GO:0006417//regulation of translationK12614//
ATP-
dependent
RNA
helicase
DDX6/D
HH1
[EC:3.6.4.
13]

101268587 1053 0.61 0.03 -4.345775 2.36E-05 Down 7.12E-06 LOC101268587 PREDICTED: Solanum lycopersicum uncharacterized LOC101268587 (LOC101268587), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101268587 (LOC101268587), transcript variant X1, mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

100134906 1151 2.68 0.14 -4.258734 8.47E-25 Down 8.35E-26 LOC100134906 Solanum lycopersicum beta-expansin precursor (LOC100134906), mRNAGO:0016021//integral component of membrane;GO:0005576//extracellular regionNA GO:0019953//sexual reproductionK20628//e
xpansin101265833 715 42.07 2.23 -4.237676 1.80E-230 Down 2.68E-232 LOC101265833 PREDICTED: Solanum lycopersicum uncharacterized LOC101265833 (LOC101265833), mRNANA NA NA NA

101255307 513 18.16 0.98 -4.211839 9.84E-69 Down 4.20E-70 LOC101255307 PREDICTED: Solanum lycopersicum uncharacterized LOC101255307 (LOC101255307), mRNAGO:0016021//integral component of membraneNA NA NA
101245668 1055 14.83 0.81 -4.194453 7.57E-123 Down 1.98E-124 LOC101245668 PREDICTED: Solanum lycopersicum xyloglucan endotransglucosylase/hydrolase protein 24-like (LOC101245668), mRNAGO:0048046//apoplast;GO:0005618//cell wallGO:0016762//xyloglucan:xyloglucosyl transferase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0010411//xyloglucan metabolic process;GO:0042546//cell wall biogenesis;GO:0071555//cell wall organizationK14504//

xylogluca
n:xyloglu
cosyl
transferas
e TCH4
[EC:2.4.1.
207]

101262901 1219 2.83 0.16 -4.144658 1.96E-27 Down 1.79E-28 LOC101262901 PREDICTED: Solanum lycopersicum nudix hydrolase 18, mitochondrial-like (LOC101262901), mRNAGO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydridesNA K07766//
diphospho
inositol-
polyphosp
hate
diphospha
tase
[EC:3.6.1.
52]

101247602 1640 2.82 0.16 -4.139551 2.75E-37 Down 1.97E-38 LOC101247602 PREDICTED: Solanum lycopersicum cytochrome P450 CYP736A12-like (LOC101247602), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K20562//
biphenyl-
4-
hydroxyla
se

101248072 782 6.52 0.39 -4.063326 1.21E-38 Down 8.42E-40 LOC101248072 PREDICTED: Solanum lycopersicum desiccation-related protein clone PCC27-04 (LOC101248072), mRNAGO:0005829//cytosolNA GO:0009414//response to water deprivation;GO:0009415//response to water;GO:0006950//response to stress;GO:0009737//response to abscisic acid;GO:0009631//cold acclimationNA
101257315 500 4.58 0.28 -4.031849 1.31E-17 Down 1.72E-18 LOC101257315 PREDICTED: Solanum lycopersicum metallothionein-like protein 4B (LOC101257315), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum metallothionein-like protein 4B (LOC101257315), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum metallothionein-like protein 4B (LOC101257315), transcript variant X1, mRNANA GO:0008270//zinc ion bindingNA K02995//s

mall
subunit
ribosomal
protein
S8e

101250492 906 7.15 0.44 -4.022368 3.97E-49 Down 2.25E-50 LOC101250492 PREDICTED: Solanum lycopersicum metallothiol transferase FosB (LOC101250492), mRNANA NA NA K14611//s
olute
carrier
family 23
(nucleoba
se
transporte
r),
member
1/2;K082
34//glyox
ylase I
family
protein

104648547 966 3.85 0.24 -4.003752 1.94E-28 Down 1.73E-29 LOC104648547 PREDICTED: Solanum lycopersicum uncharacterized LOC104648547 (LOC104648547), mRNAGO:0016021//integral component of membraneNA NA NA
101244961 1632 3.83 0.24 -3.996238 6.03E-49 Down 3.43E-50 LOC101244961 PREDICTED: Solanum lycopersicum agmatine coumaroyltransferase-2-like (LOC101244961), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K13065//s

hikimate
O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133]

101263222 1327 10.53 0.66 -3.995896 1.20E-107 Down 3.44E-109 LOC101263222 PREDICTED: Solanum lycopersicum inositol oxygenase 1 (LOC101263222), mRNAGO:0005737//cytoplasmGO:0005506//iron ion binding;GO:0050113//inositol oxygenase activityGO:0019310//inositol catabolic processK00469//i
nositol
oxygenase
[EC:1.13.
99.1]

101267002 2128 16.81 1.13 -3.894925 1.39E-274 Down 1.73E-276 LOC101267002 PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1 (LOC101267002), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1 (LOC101267002), transcript variant X1, mRNAGO:0005774//vacuolar membrane;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportK15015//s
olute
carrier
family 32
(vesicular
inhibitory
amino
acid
transporte
r)

101254960 789 27.46 1.96 -3.808406 1.49E-155 Down 3.03E-157 LOC101254960 PREDICTED: Solanum lycopersicum uncharacterized LOC101254960 (LOC101254960), ncRNANA NA NA NA
101258131 1961 0.41 0.03 -3.77259 1.96E-06 Down 5.30E-07 LOC101258131 PREDICTED: Solanum lycopersicum NADP-dependent malic enzyme (LOC101258131), mRNANA GO:0004471//malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0046872//metal ion binding;GO:0051287//NAD bindingNA K00029//

malate
dehydroge
nase
(oxaloacet
ate-
decarboxy
lating)(N
ADP+)
[EC:1.1.1.
40]

101267582 366 2.63 0.2 -3.716991 1.31E-06 Down 3.49E-07 LOC101267582 PREDICTED: Solanum lycopersicum uncharacterized LOC101267582 (LOC101267582), ncRNAGO:0009507//chloroplastGO:0000287//magnesium ion binding;GO:0004177//aminopeptidase activity;GO:0008235//metalloexopeptidase activity;GO:0030145//manganese ion bindingGO:0034214//protein hexamerizationK01255//l
eucyl
aminopept
idase
[EC:3.4.1
1.1]

101256744 2338 5.78 0.44 -3.715494 3.58E-101 Down 1.08E-102 LOC101256744 PREDICTED: Solanum lycopersicum vicilin-like seed storage protein At2g18540 (LOC101256744), mRNAGO:0016021//integral component of membraneGO:0045735//nutrient reservoir activityNA K18626//t
richohyali
n

101268729 1741 13.4 1.04 -3.687578 1.48E-171 Down 2.81E-173 LOC101268729 PREDICTED: Solanum lycopersicum alanine--glyoxylate aminotransferase 2 homolog 2, mitochondrial-like (LOC101268729), mRNANA GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00827//a
lanine-
glyoxylate
transamin
ase / (R)-3-
amino-2-
methylpro
pionate-
pyruvate
transamin
ase
[EC:2.6.1.
44
2.6.1.40]

101249086 857 2.01 0.16 -3.651052 1.32E-12 Down 2.24E-13 LOC101249086 PREDICTED: Solanum lycopersicum LOB domain-containing protein 1-like (LOC101249086), mRNANA NA NA K13944//
LOB
domain-
containing
protein
16;K2199
4//LOB
domain-
containing
protein 18

101249100 1839 2.38 0.19 -3.64689 3.08E-32 Down 2.47E-33 LOC101249100 PREDICTED: Solanum lycopersicum zinc finger CCCH domain-containing protein 2 (LOC101249100), mRNANA GO:0046872//metal ion bindingNA K15172//t
ranscripti
on
elongation
factor
SPT5;K07
560//D-
tyrosyl-
tRNA(Tyr
)
deacylase
[EC:3.1.-.-
]

101252059 1875 7.5 0.6 -3.643856 4.54E-103 Down 1.35E-104 LOC101252059 PREDICTED: Solanum lycopersicum seed biotin-containing protein SBP65-like (LOC101252059), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum seed biotin-containing protein SBP65-like (LOC101252059), transcript variant X1, mRNANA NA NA K17987//
next to
BRCA1
gene 1
protein;K
01835//ph
osphogluc
omutase
[EC:5.4.2.
2];K1443
9//SWI/S
NF-
related
matrix-
associated
actin-
dependent
regulator
of
chromatin
subfamily
A
containing
DEAD/H
box 1
[EC:3.6.4.
12]

101264644 1927 2.5 0.22 -3.506353 1.01E-34 Down 7.54E-36 LOC101264644 PREDICTED: Solanum lycopersicum cytochrome P450 CYP72A219-like (LOC101264644), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1]

101259229 2643 0.9 0.08 -3.491853 3.10E-17 Down 4.14E-18 LOC101259229 PREDICTED: Solanum lycopersicum cell division cycle protein 48 homolog (LOC101259229), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum cell division cycle protein 48 homolog (LOC101259229), transcript variant X1, mRNANA GO:0016787//hydrolase activity;GO:0005524//ATP bindingGO:0051301//cell divisionK13525//t
ransitional
endoplas
mic
reticulum
ATPase

101254463 3138 0.11 0.01 -3.459432 0.000892 Down 0.000331 LOC101254463 PREDICTED: Solanum lycopersicum probable xyloglucan glycosyltransferase 12 (LOC101254463), mRNAGO:0016021//integral component of membraneGO:0016740//transferase activityNA K20887//
xylogluca
n
glycosyltr
ansferase
4
[EC:2.4.1.-
]

101262843 763 1.96 0.18 -3.444785 1.62E-10 Down 3.16E-11 LOC101262843 PREDICTED: Solanum lycopersicum uncharacterized LOC101262843 (LOC101262843), mRNANA NA NA NA
101251623 1755 1.18 0.11 -3.423211 6.15E-15 Down 9.21E-16 LOC101251623 PREDICTED: Solanum lycopersicum O-acyltransferase WSD1 (LOC101251623), mRNAGO:0016021//integral component of membraneGO:0004144//diacylglycerol O-acyltransferase activityGO:0045017//glycerolipid biosynthetic processK15406//

wax-ester
synthase /
diacylglyc
erol O-
acyltransf
erase
[EC:2.3.1.
75
2.3.1.20]

101244638 2110 0.21 0.02 -3.392317 0.000595 Down 0.000216 LOC101244638 PREDICTED: Solanum lycopersicum uncharacterized LOC101244638 (LOC101244638), mRNAGO:0005840//ribosome;GO:0016021//integral component of membrane;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translationNA
101259407 784 3.91 0.39 -3.325623 2.80E-20 Down 3.28E-21 LOC101259407 PREDICTED: Solanum lycopersicum oleosin 5-like (LOC101259407), mRNAGO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019915//lipid storage;GO:0010344//seed oilbody biogenesis;GO:0050826//response to freezingNA
101259649 1938 5.3 0.53 -3.321928 7.44E-70 Down 3.12E-71 LOC101259649 PREDICTED: Solanum lycopersicum seed biotin-containing protein SBP65-like (LOC101259649), mRNANA NA NA K01835//

phosphogl
ucomutas
e
[EC:5.4.2.
2];K2047
3//neurobl
astoma-
amplified
sequence
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101267981 1407 31.8 3.19 -3.317398 2.15E-298 Down 2.43E-300 LOC101267981 PREDICTED: Solanum lycopersicum uncharacterized LOC101267981 (LOC101267981), mRNAGO:0016021//integral component of membraneNA NA NA
101251576 1718 17.62 1.78 -3.307265 5.94E-203 Down 9.70E-205 LOC101251576 PREDICTED: Solanum lycopersicum cytochrome P450 71A1-like (LOC101251576), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK20623//t

yphasterol
/6-
deoxotyph
asterol
2alpha-
hydroxyla
se

101265270 1518 1.08 0.11 -3.295456 1.31E-11 Down 2.37E-12 LOC101265270 PREDICTED: Solanum lycopersicum embryonic protein DC-8 (LOC101265270), mRNANA NA NA K20473//
neuroblast
oma-
amplified
sequence

101251122 1032 2.45 0.26 -3.236198 8.76E-17 Down 1.20E-17 LOC101251122 PREDICTED: Solanum lycopersicum transcription factor TGA2.3-like (LOC101251122), mRNANA GO:0043565//sequence-specific DNA bindingGO:0006351//transcription, DNA-templatedK14431//t
ranscripti
on factor
TGA

101243665 951 0.65 0.07 -3.215013 0.000145 Down 4.82E-05 LOC101243665 PREDICTED: Solanum lycopersicum embryonic protein DC-8-like (LOC101243665), mRNANA NA NA NA
101246267 462 2.04 0.23 -3.148863 5.10E-06 Down 1.44E-06 LOC101246267 PREDICTED: Solanum lycopersicum uncharacterized LOC101246267 (LOC101246267), mRNANA NA NA NA
101250584 1192 42.78 4.86 -3.137908 0 Down 0 LOC101250584 PREDICTED: Solanum lycopersicum late embryogenesis abundant protein D-29 (LOC101250584), mRNAGO:0016021//integral component of membraneNA NA K20254//

perilipin-4101259817 1030 1.93 0.22 -3.133025 8.32E-13 Down 1.40E-13 LOC101259817 PREDICTED: Solanum lycopersicum salicylic acid-binding protein 2 (LOC101259817), mRNANA GO:0016787//hydrolase activity;GO:0080031//methyl salicylate esterase activity;GO:0016298//lipase activityGO:0009862//systemic acquired resistance, salicylic acid mediated signaling pathwayK08233//
polyneuri
dine-
aldehyde
esterase
[EC:3.1.1.
78]

101249495 1783 0.35 0.04 -3.129283 9.86E-05 Down 3.22E-05 LOC101249495 PREDICTED: Solanum lycopersicum calcium and calcium/calmodulin-dependent serine/threonine-protein kinase-like (LOC101249495), mRNAGO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005509//calcium ion binding;GO:0009931//calcium-dependent protein serine/threonine kinase activity;GO:0005516//calmodulin bindingGO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0046777//protein autophosphorylationK13412//c
alcium-
dependent
protein
kinase
[EC:2.7.1
1.1]

101258357 817 11.6 1.35 -3.103093 2.30E-63 Down 1.05E-64 LOC101258357 PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X8, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101258357 (LOC101258357), transcript variant X9, mRNANA NA NA NA
778339 2356 5.75 0.68 -3.079955 1.73E-86 Down 6.01E-88 LOC778339 PREDICTED: Solanum lycopersicum inorganic phosphate transporter 1-11 (LOC778339), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum inorganic phosphate transporter 1-11 (LOC778339), transcript variant X2, mRNAGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityNA K08176//

MFS
transporte
r, PHS
family,
inorganic
phosphate
transporte
r

101252649 1450 0.59 0.07 -3.075288 5.10E-06 Down 1.44E-06 LOC101252649 PREDICTED: Solanum lycopersicum beta-glucuronosyltransferase GlcAT14A-like (LOC101252649), mRNAGO:0016020//membraneGO:0008375//acetylglucosaminyltransferase activityNA K20891//
beta-
glucurono
syltransfer
ase
[EC:2.4.1.-
];K00771/
/protein
xylosyltra
nsferase
[EC:2.4.2.
26]

101254946 849 0.67 0.08 -3.066089 0.00045 Down 0.00016 LOC101254946 PREDICTED: Solanum lycopersicum 22.7 kDa class IV heat shock protein-like (LOC101254946), mRNANA NA NA K13993//
HSP20
family
protein

101262066 2120 2.93 0.35 -3.065474 1.64E-39 Down 1.12E-40 LOC101262066 PREDICTED: Solanum lycopersicum uncharacterized LOC101262066 (LOC101262066), mRNAGO:0016021//integral component of membraneNA NA NA
104647629 567 0.92 0.11 -3.06413 0.000399 Down 0.000141 LOC104647629 PREDICTED: Solanum lycopersicum cytochrome b561 and DOMON domain-containing protein At5g47530-like (LOC104647629), mRNANA NA NA NA
101252588 1960 5.6 0.67 -3.063194 3.63E-67 Down 1.59E-68 LOC101252588 PREDICTED: Solanum lycopersicum transcriptional activator TAF-1-like (LOC101252588), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcriptional activator TAF-1-like (LOC101252588), transcript variant X2, mRNANA GO:0003700//DNA binding transcription factor activityNA K09060//

plant G-
box-
binding
factor

101248026 1418 31.29 3.78 -3.049244 5.10E-274 Down 6.41E-276 JA2L Solanum lycopersicum JA2-like (JA2L), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13126//
polyadeny
late-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltra
nsferase
[EC:2.3.2.
15]

544091 1212 1.53 0.19 -3.00946 8.30E-12 Down 1.48E-12 Q`a Solanum lycopersicum glucan endo-1,3-beta-D-glucosidase (Q`a), mRNANA GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0005975//carbohydrate metabolic processK19893//
glucan
endo-1,3-
beta-
glucosidas
e 5/6
[EC:3.2.1.
39];K198
91//glucan
endo-1,3-
beta-
glucosidas
e 1/2/3
[EC:3.2.1.
39]

778275 1287 6.58 0.84 -2.969626 3.53E-51 Down 1.93E-52 SNF4 Solanum lycopersicum SNF4 protein (SNF4), mRNANA GO:0016301//kinase activityNA K07200//
5'-AMP-
activated
protein
kinase,
regulatory
gamma
subunit

101244308 3619 1.4 0.18 -2.959358 2.01E-31 Down 1.64E-32 LOC101244308 PREDICTED: Solanum lycopersicum nuclear valosin-containing protein-like (LOC101244308), mRNAGO:0005634//nucleusGO:0005524//ATP bindingNA K13254//s
pastin
[EC:3.6.4.
3];K0323
1//elongat
ion factor
1-
alpha;K07
767//katan
in p60
ATPase-
containing
subunit
A1
[EC:3.6.4.
3]

101267951 490 2.25 0.29 -2.9558 1.19E-06 Down 3.16E-07 PSK2 Solanum lycopersicum phytosulfokines 2 (PSK2), mRNAGO:0005576//extracellular regionGO:0008083//growth factor activityGO:0008283//cell proliferationNA
101268303 726 2.16 0.28 -2.947533 1.52E-09 Down 3.19E-10 LOC101268303 PREDICTED: Solanum lycopersicum oleosin 1-like (LOC101268303), mRNAGO:0005576//extracellular region;GO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019953//sexual reproduction;GO:0019915//lipid storageNA
101250270 715 12.32 1.61 -2.93587 2.68E-50 Down 1.48E-51 SP2G Solanum lycopersicum protein SELF PRUNING 2G (SP2G), mRNANA NA NA K16223//

protein
FLOWER
ING
LOCUS T

101249811 2327 2.29 0.3 -2.932313 1.04E-32 Down 8.23E-34 LOC101249811 PREDICTED: Solanum lycopersicum U-box domain-containing protein 19-like (LOC101249811), mRNAGO:0005634//nucleus;GO:0005737//cytoplasmGO:0004842//ubiquitin-protein transferase activityNA K08332//
vacuolar
protein 8

543808 2466 20.68 2.82 -2.874469 1.81E-303 Down 2.00E-305 cuAO Solanum lycopersicum amine oxidase, copper containing (cuAO), mRNAGO:0016021//integral component of membraneGO:0008131//primary amine oxidase activity;GO:0005507//copper ion binding;GO:0048038//quinone bindingGO:0009308//amine metabolic processK00276//
primary-
amine
oxidase
[EC:1.4.3.
21]

101264953 603 4.09 0.57 -2.843067 7.39E-14 Down 1.17E-14 LOC101264953 PREDICTED: Solanum lycopersicum uncharacterized LOC101264953 (LOC101264953), mRNANA NA NA NA
544066 661 77.72 10.86 -2.839262 1.91E-279 Down 2.36E-281 TSW12 Solanum lycopersicum TSW12 protein (TSW12), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA

101249794 1505 88.28 12.34 -2.838744 0 Down 0 LOC101249794 PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 51 (LOC101249794), mRNANA GO:0046872//metal ion binding;GO:0043169//cation binding;GO:0004722//protein serine/threonine phosphatase activityNA K14497//
protein
phosphata
se 2C
[EC:3.1.3.
16]

101256853 904 5.98 0.85 -2.814611 1.51E-30 Down 1.27E-31 LOC101256853 PREDICTED: Solanum lycopersicum dehydration-responsive element-binding protein 3 (LOC101256853), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101261478 1731 3.51 0.5 -2.811471 2.31E-35 Down 1.71E-36 LOC101261478 PREDICTED: Solanum lycopersicum cytochrome P450 71D7 (LOC101261478), mRNAGO:0016020//membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK00512//s
teroid
17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2];K1547
2//premna
spirodiene
oxygenase
[EC:1.14.
13.121]

544069 651 177.42 25.35 -2.807111 0 Down 0 PR-P2 Solanum lycopersicum pathogenesis-related protein P2 (PR-P2), mRNAGO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0050832//defense response to fungus;GO:0042742//defense response to bacteriumNA
101262661 1167 172.53 24.97 -2.78858 0 Down 0 LOC101262661 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-12 (LOC101262661), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityNA K09338//

homeobox-
leucine
zipper
protein

101255592 1239 339.56 49.6 -2.775254 0 Down 0 LOC101255592 PREDICTED: Solanum lycopersicum bidirectional sugar transporter N3 (LOC101255592), mRNAGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:0051119//sugar transmembrane transporter activity;GO:0008515//sucrose transmembrane transporter activityGO:0071470//cellular response to osmotic stress;GO:0008643//carbohydrate transport;GO:0010150//leaf senescence;GO:0010431//seed maturation;GO:0009793//embryo development ending in seed dormancy;GO:0071446//cellular response to salicylic acid stimulus;GO:0071215//cellular response to abscisic acid stimulusK15382//s
olute
carrier
family 50
(sugar
transporte
r)

101248335 671 1.7 0.25 -2.765535 1.19E-06 Down 3.15E-07 LOC101248335 PREDICTED: Solanum lycopersicum ferredoxin-like (LOC101248335), mRNAGO:0009507//chloroplastGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0022900//electron transport chainK02639//f
erredoxin104646748 1341 13.14 1.94 -2.759837 2.88E-98 Down 8.95E-100 LOC104646748 PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X10, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X7, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X9, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X5, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X8, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X6, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X11, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104646748 (LOC104646748), transcript variant X3, misc_RNANA NA NA K07466//r
eplication
factor A1

101261974 1013 10.04 1.53 -2.714156 1.66E-53 Down 8.78E-55 LOC101261974 PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-7-like (LOC101261974), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-7-like (LOC101261974), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-7-like (LOC101261974), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-7-like (LOC101261974), transcript variant X4, mRNANA NA NA K08064//
nuclear
transcripti
on factor
Y, alpha

101250467 1607 6.5 1.02 -2.671871 4.77E-57 Down 2.39E-58 LOC101250467 PREDICTED: Solanum lycopersicum beta-D-glucosyl crocetin beta-1,6-glucosyltransferase-like (LOC101250467), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21354//
beta-D-
glucosyl
crocetin
beta-1,6-
glucosyltr
ansferase
[EC:2.4.1.
330]
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104645665 828 4.14 0.65 -2.671119 1.69E-18 Down 2.13E-19 LOC104645665 PREDICTED: Solanum lycopersicum uncharacterized LOC104645665 (LOC104645665), mRNANA NA NA NA
101247830 1407 3.8 0.6 -2.662965 3.04E-29 Down 2.64E-30 LOC101247830 PREDICTED: Solanum lycopersicum mitochondrial arginine transporter BAC2-like (LOC101247830), mRNAGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005290//L-histidine transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0000064//L-ornithine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0006561//proline biosynthetic process;GO:0043091//L-arginine import;GO:0006972//hyperosmotic response;GO:0055085//transmembrane transport;GO:0006865//amino acid transport;GO:0006839//mitochondrial transport;GO:0006844//acyl carnitine transportK15109//s

olute
carrier
family 25
(mitochon
drial
carnitine/a
cylcarniti
ne
transporte
r),
member
20/29

101261456 1304 5.67 0.91 -2.63941 7.51E-40 Down 5.09E-41 LOC101261456 PREDICTED: Solanum lycopersicum (+)-neomenthol dehydrogenase-like (LOC101261456), mRNANA NA NA K15095//(
+)-
neomenth
ol
dehydroge
nase
[EC:1.1.1.
208]

101256209 1682 8.06 1.3 -2.632268 3.69E-64 Down 1.66E-65 LOC101256209 PREDICTED: Solanum lycopersicum uncharacterized LOC101256209 (LOC101256209), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101256209 (LOC101256209), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101256209 (LOC101256209), transcript variant X3, mRNAGO:0016021//integral component of membraneNA NA NA
101258342 576 7.97 1.32 -2.594042 2.60E-23 Down 2.71E-24 XSP10 Solanum lycopersicum xylem sap protein 10 kDa (XSP10), mRNANA NA NA NA
101251233 2488 0.36 0.06 -2.584963 1.19E-06 Down 3.15E-07 LOC101251233 PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X10, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X7, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X13, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X4, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X14, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X11, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X12, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X1, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X9, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X8, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251233 (LOC101251233), transcript variant X5, misc_RNANA NA NA K09458//

3-oxoacyl-
[acyl-
carrier-
protein]
synthase
II
[EC:2.3.1.
179]

101267241 1561 19.35 3.23 -2.582727 2.71E-158 Down 5.42E-160 LOC101267241 PREDICTED: Solanum lycopersicum probable sodium-coupled neutral amino acid transporter 6 (LOC101267241), mRNAGO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportK14993//s
olute
carrier
family 38
(sodium-
coupled
neutral
amino
acid
transporte
r),
member
6;K14997
//solute
carrier
family 38
(sodium-
coupled
neutral
amino
acid
transporte
r),
member
11

101247647 1068 99.02 16.93 -2.548138 0 Down 0 LOC101247647 PREDICTED: Solanum lycopersicum expansin-like B1 (LOC101247647), mRNAGO:0005576//extracellular regionNA GO:0019953//sexual reproductionK20628//e
xpansin101255514 747 2.88 0.5 -2.526069 3.51E-11 Down 6.54E-12 LOC101255514 PREDICTED: Solanum lycopersicum heme-binding protein 2-like (LOC101255514), mRNANA NA NA NA

544034 613 78.85 13.94 -2.49988 1.29E-227 Down 1.96E-229 LE16 Solanum lycopersicum non-specific lipid-transfer protein 2 (LE16), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
101267939 1416 2.54 0.46 -2.465123 1.90E-18 Down 2.40E-19 LOC101267939 PREDICTED: Solanum lycopersicum transcription factor MYC2-like (LOC101267939), mRNANA GO:0046983//protein dimerization activityNA K13422//t

ranscripti
on factor
MYC2

101268445 1919 0.55 0.1 -2.459432 6.45E-06 Down 1.84E-06 LOC101268445 PREDICTED: Solanum lycopersicum proline dehydrogenase 2, mitochondrial-like (LOC101268445), mRNANA GO:0004657//proline dehydrogenase activityGO:0006562//proline catabolic processK00318//
proline
dehydroge
nase
[EC:1.5.-.-
]

101262282 3069 1.53 0.28 -2.450033 2.06E-24 Down 2.05E-25 LOC101262282 PREDICTED: Solanum lycopersicum receptor-like serine/threonine-protein kinase SD1-8 (LOC101262282), mRNAGO:0016021//integral component of membraneGO:0030246//carbohydrate binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0048544//recognition of pollenK04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101268663 2138 2.45 0.45 -2.444785 1.09E-26 Down 1.01E-27 LOC101268663 PREDICTED: Solanum lycopersicum protein ECERIFERUM 1 (LOC101268663), mRNAGO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005506//iron ion binding;GO:0016491//oxidoreductase activityGO:0006629//lipid metabolic process;GO:0008610//lipid biosynthetic processK15404//a
ldehyde
decarbony
lase
[EC:4.1.9
9.5]

101245070 2449 2.99 0.55 -2.442642 2.44E-37 Down 1.74E-38 LOC101245070 PREDICTED: Solanum lycopersicum putative glycerol-3-phosphate transporter 4 (LOC101245070), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityGO:0055085//transmembrane transportK13783//
MFS
transporte
r, OPA
family,
solute
carrier
family 37
(glycerol-
3-
phosphate
transporte
r),
member
1/2

101263398 753 3.64 0.67 -2.441705 1.71E-13 Down 2.77E-14 LOC101263398 PREDICTED: Solanum lycopersicum oleosin 18.2 kDa-like (LOC101263398), mRNAGO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019915//lipid storage;GO:0010344//seed oilbody biogenesis;GO:0050826//response to freezingNA
101256448 1741 1.52 0.28 -2.440573 8.48E-14 Down 1.35E-14 LOC101256448 PREDICTED: Solanum lycopersicum tetrahydrocannabinolic acid synthase-like (LOC101256448), mRNANA GO:0016614//oxidoreductase activity, acting on CH-OH group of donors;GO:0050660//flavin adenine dinucleotide bindingNA K21840//

hexose
oxidase
[EC:1.1.3.
5];K0118
7//alpha-
glucosidas
e
[EC:3.2.1.
20]

101266084 872 1.45 0.27 -2.425022 9.99E-07 Down 2.63E-07 LOC101266084 PREDICTED: Solanum lycopersicum probable glutathione S-transferase (LOC101266084), mRNAGO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0009407//toxin catabolic processK00799//
glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101253409 3731 0.16 0.03 -2.415037 0.000881 Down 0.000327 LOC101253409 PREDICTED: Solanum lycopersicum GDSL esterase/lipase At5g08460-like (LOC101253409), mRNANA GO:0016301//kinase activity;GO:0016788//hydrolase activity, acting on ester bondsNA K21026//a
cetylajmal
ine
esterase
[EC:3.1.1.
80];K087
70//ubiqui
tin
C;K01188
//beta-
glucosidas
e
[EC:3.2.1.
21];K006
79//phosp
holipid:di
acylglycer
ol
acyltransf
erase
[EC:2.3.1.
158]

109120650 2122 0.31 0.06 -2.369234 0.00021 Down 7.17E-05 LOC109120650 PREDICTED: Solanum lycopersicum uncharacterized LOC109120650 (LOC109120650), ncRNANA NA NA NA
101251993 1651 0.92 0.18 -2.353637 1.70E-08 Down 3.85E-09 LOC101251993 PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X1, mRNANA GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14431//t

ranscripti
on factor
TGA

101265388 786 1.53 0.3 -2.350497 3.95E-06 Down 1.10E-06 LOC101265388 PREDICTED: Solanum lycopersicum citrate-binding protein-like (LOC101265388), mRNANA NA NA NA
101243675 811 10.28 2.03 -2.340289 5.47E-38 Down 3.85E-39 LOC101243675 PREDICTED: Solanum lycopersicum CEN-like protein 1 (LOC101243675), mRNANA NA NA K16223//

protein
FLOWER
ING
LOCUS T

101250521 1991 5.97 1.18 -2.338944 1.07E-56 Down 5.39E-58 LOC101250521 PREDICTED: Solanum lycopersicum cation/calcium exchanger 1-like (LOC101250521), mRNAGO:0016021//integral component of membraneNA GO:0055085//transmembrane transportK13754//s
olute
carrier
family 24
(sodium/p
otassium/
calcium
exchanger
), member
6

101247301 1557 0.96 0.19 -2.337035 9.57E-08 Down 2.30E-08 LOC101247301 PREDICTED: Solanum lycopersicum uncharacterized protein At1g28695-like (LOC101247301), mRNAGO:0043231//intracellular membrane-bounded organelle;GO:0016021//integral component of membraneGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK20892//
beta-
arabinofur
anosyltran
sferase
[EC:2.4.2.-
];K11714/
/rhamnog
alacturona
n II
specific
xylosyltra
nsferase
[EC:2.4.2.-
]

101257623 2617 5.06 1.01 -2.324782 3.77E-63 Down 1.73E-64 LOC101257623 PREDICTED: Solanum lycopersicum galactinol--sucrose galactosyltransferase-like (LOC101257623), mRNANA GO:0016757//transferase activity, transferring glycosyl groups;GO:0003824//catalytic activityNA K06617//r
affinose
synthase
[EC:2.4.1.
82]

101055596 2189 14.25 2.86 -2.316875 1.30E-146 Down 2.85E-148 hsc70.3 PREDICTED: Solanum lycopersicum heat shock protein 70-3 (hsc70.3), transcript variant X1, mRNA;Solanum lycopersicum heat shock protein 70-3 (hsc70.3), mRNANA GO:0005524//ATP bindingNA K03283//
heat
shock
70kDa
protein
1/2/6/8

104645532 834 0.99 0.2 -2.307429 0.000228 Down 7.83E-05 LOC104645532 PREDICTED: Solanum lycopersicum uncharacterized LOC104645532 (LOC104645532), ncRNANA GO:0003676//nucleic acid bindingGO:0015074//DNA integrationNA
101244860 321 6.93 1.43 -2.27684 3.91E-09 Down 8.46E-10 LOC101244860 PREDICTED: Solanum lycopersicum uncharacterized LOC101244860 (LOC101244860), ncRNANA NA NA NA
101245417 2043 24.74 5.17 -2.258609 2.26E-229 Down 3.39E-231 LOC101245417 PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1 (LOC101245417), mRNAGO:0016021//integral component of membraneNA NA K15015//s

olute
carrier
family 32
(vesicular
inhibitory
amino
acid
transporte
r)

101268307 837 14.75 3.12 -2.241097 3.93E-53 Down 2.09E-54 LOC101268307 PREDICTED: Solanum lycopersicum 18.2 kDa class I heat shock protein-like (LOC101268307), mRNANA NA NA K13993//
HSP20
family
protein

109119578 1172 8.12 1.73 -2.230708 1.73E-42 Down 1.12E-43 LOC109119578 PREDICTED: Solanum lycopersicum uncharacterized LOC109119578 (LOC109119578), mRNANA GO:0043565//sequence-specific DNA bindingGO:0006351//transcription, DNA-templatedK21867//
potassium
channel;K
14431//tra
nscription
factor
TGA

104646084 1578 0.75 0.16 -2.228819 6.47E-06 Down 1.84E-06 LOC104646084 PREDICTED: Solanum lycopersicum proline-rich protein HaeIII subfamily 1-like (LOC104646084), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum proline-rich protein HaeIII subfamily 1-like (LOC104646084), transcript variant X1, mRNANA NA NA K14709//s
olute
carrier
family 39
(zinc
transporte
r),
member
1/2/3;K20
547//basic
endochitin
ase B
[EC:3.2.1.
14];K219
52//CASK-
interactin
g protein

101264531 1045 5.86 1.26 -2.217477 7.67E-27 Down 7.10E-28 LOC101264531 PREDICTED: Solanum lycopersicum ribonuclease 3-like (LOC101264531), mRNANA GO:0003723//RNA binding;GO:0033897//ribonuclease T2 activityNA K01166//r
ibonuclea
se T2
[EC:3.1.2
7.1]

543983 2070 0.41 0.09 -2.187627 0.000186 Down 6.32E-05 LOC543983 Solanum lycopersicum threonine dehydratase biosynthetic, chloroplastic (LOC543983), mRNAGO:0009507//chloroplastGO:0042802//identical protein binding;GO:0030170//pyridoxal phosphate binding;GO:0004794//L-threonine ammonia-lyase activityGO:0009097//isoleucine biosynthetic processK01754//t
hreonine
dehydrata
se
[EC:4.3.1.
19]

101250924 2316 12.59 2.8 -2.16878 6.19E-127 Down 1.58E-128 LOC101250924 PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 7.3 (LOC101250924), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K14638//s
olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

101267723 3286 2.01 0.45 -2.159199 1.98E-29 Down 1.72E-30 ppc2 PREDICTED: Solanum lycopersicum phosphoenolpyruvate carboxylase 2 (ppc2), transcript variant X1, mRNA;Solanum lycopersicum phosphoenolpyruvate carboxylase 2 (ppc2), mRNANA GO:0008964//phosphoenolpyruvate carboxylase activityGO:0006099//tricarboxylic acid cycle;GO:0015977//carbon fixationK01595//
phosphoe
nolpyruva
te
carboxyla
se
[EC:4.1.1.
31]
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101254378 1737 27.5 6.17 -2.156089 6.58E-208 Down 1.06E-209 LOC101254378 PREDICTED: Solanum lycopersicum 2-oxoisovalerate dehydrogenase subunit alpha 1, mitochondrial (LOC101254378), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum 2-oxoisovalerate dehydrogenase subunit alpha 1, mitochondrial (LOC101254378), transcript variant X1, mRNANA GO:0016624//oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptorNA K00166//
2-
oxoisoval
erate
dehydroge
nase E1
componen
t alpha
subunit
[EC:1.2.4.
4]

100316895 1783 50.81 11.4 -2.156079 0 Down 0 PP2C-2 Solanum lycopersicum protein phosphatase 2C AHG3 homolog (PP2C-2), mRNANA GO:0046872//metal ion binding;GO:0004722//protein serine/threonine phosphatase activityNA K14497//
protein
phosphata
se 2C
[EC:3.1.3.
16]

104648458 507 1.87 0.42 -2.154577 0.000186 Down 6.32E-05 LOC104648458 PREDICTED: Solanum lycopersicum uncharacterized LOC104648458 (LOC104648458), ncRNANA NA NA NA
101263880 336 6.49 1.46 -2.15225 1.71E-08 Down 3.87E-09 LOC101263880 PREDICTED: Solanum lycopersicum uncharacterized LOC101263880 (LOC101263880), mRNAGO:0016021//integral component of membraneNA NA K03363//c

ell
division
cycle 20,
cofactor
of APC
complex

101266080 659 587.03 132.69 -2.145375 0 Down 0 LOC101266080 Solanum lycopersicum non-specific lipid-transfer protein 2-like (LOC101266080), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
101246666 785 6.06 1.37 -2.145142 7.82E-20 Down 9.31E-21 LOC101246666 Solanum lycopersicum pathogenesis-related protein STH-2 (LOC101246666), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
104644397 1716 0.57 0.13 -2.13245 7.85E-05 Down 2.53E-05 LOC104644397 PREDICTED: Solanum lycopersicum protein FAF-like, chloroplastic (LOC104644397), mRNANA NA NA K13161//

heterogen
eous
nuclear
ribonucle
oprotein
R;K20642
//Rho
GTPase-
activating
protein
22/24/25;
K09528//
DnaJ
homolog
subfamily
C member
8

101244167 698 91.8 21.15 -2.117836 1.35E-251 Down 1.87E-253 LOC101244167 PREDICTED: Solanum lycopersicum glycine-rich cell wall structural protein 2-like (LOC101244167), mRNANA NA NA K12741//
heterogen
eous
nuclear
ribonucle
oprotein
A1/A3;K1
2121//phy
tochrome
B

101260986 837 5.38 1.24 -2.117266 1.33E-18 Down 1.66E-19 LOC101260986 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL78-like (LOC101260986), mRNAGO:0016021//integral component of membraneGO:0061630//ubiquitin protein ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK19040//
E3
ubiquitin-
protein
ligase
ATL10/75
/76/77/78
[EC:2.3.2.
27]

101255654 730 15.27 3.52 -2.117053 7.97E-45 Down 4.93E-46 LOC101255654 PREDICTED: Solanum lycopersicum uncharacterized LOC101255654 (LOC101255654), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101255654 (LOC101255654), transcript variant X1, mRNANA NA NA NA
101258100 885 10.12 2.34 -2.112629 1.91E-36 Down 1.39E-37 LOC101258100 PREDICTED: Solanum lycopersicum uncharacterized LOC101258100 (LOC101258100), mRNANA NA NA NA
100529102 2783 2.4 0.56 -2.099536 1.36E-28 Down 1.20E-29 lTTS1 Solanum lycopersicum beta-amyrin synthase (lTTS1), mRNA;PREDICTED: Solanum lycopersicum beta-amyrin synthase (lTTS1), transcript variant X1, mRNANA GO:0016866//intramolecular transferase activityNA K15813//

beta-
amyrin
synthase
[EC:5.4.9
9.39];K21
928//delta
/alpha/bet
a-amyrin
synthase
[EC:5.4.9
9.55
5.4.99.40
5.4.99.39]

101257495 792 1.07 0.25 -2.097611 0.000491 Down 0.000176 LOC101257495 PREDICTED: Solanum lycopersicum putative cytochrome c oxidase subunit 6b-like (LOC101257495), mRNAGO:0005739//mitochondrionNA NA K02267//c
ytochrom
e c
oxidase
subunit 6b

101252861 2027 0.47 0.11 -2.095157 0.000108 Down 3.55E-05 LOC101252861 PREDICTED: Solanum lycopersicum L-ascorbate oxidase homolog (LOC101252861), mRNAGO:0009505//plant-type cell wall;GO:0009506//plasmodesmaGO:0016722//oxidoreductase activity, oxidizing metal ions;GO:0005507//copper ion binding;GO:0016491//oxidoreductase activityNA K19791//i
ron
transport
multicopp
er oxidase

101263926 1610 9.77 2.29 -2.093011 1.29E-67 Down 5.62E-69 LOC101263926 PREDICTED: Solanum lycopersicum methionine gamma-lyase (LOC101263926), mRNANA GO:0016829//lyase activity;GO:0003824//catalytic activity;GO:0030170//pyridoxal phosphate bindingNA K01761//
methionin
e-gamma-
lyase
[EC:4.4.1.
11]

101258285 354 24.29 5.7 -2.091329 1.83E-30 Down 1.54E-31 LOC101258285 PREDICTED: Solanum lycopersicum uncharacterized LOC101258285 (LOC101258285), mRNANA NA NA NA
101259698 1503 2.11 0.5 -2.077243 1.23E-13 Down 1.97E-14 LOC101259698 PREDICTED: Solanum lycopersicum protein DMR6-LIKE OXYGENASE 2-like (LOC101259698), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K05277//l

eucoantho
cyanidin
dioxygena
se
[EC:1.14.
11.19];K0
6892//feru
loyl-CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]

544180 1196 6.37 1.51 -2.076745 4.01E-31 Down 3.32E-32 abz1 Solanum lycopersicum anaerobic basic leucine zipper protein (abz1), mRNANA GO:0003700//DNA binding transcription factor activityNA K09060//
plant G-
box-
binding
factor;K0
4450//cycl
ic AMP-
dependent
transcripti
on factor
ATF-2

778310 1267 4.63 1.11 -2.060453 6.15E-24 Down 6.26E-25 GGPS1 Solanum lycopersicum geranylgeranyl pyrophosphate synthase 1 (GGPS1), mRNANA GO:0016740//transferase activityGO:0008299//isoprenoid biosynthetic processK13789//
geranylge
ranyl
diphospha
te
synthase,
type II
[EC:2.5.1.
1 2.5.1.10
2.5.1.29]

101245699 826 4.91 1.18 -2.056936 2.64E-16 Down 3.69E-17 LOC101245699 PREDICTED: Solanum lycopersicum glycine-rich protein DC9.1-like (LOC101245699), mRNANA NA NA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6]

101264793 1498 28.03 6.76 -2.051877 9.68E-172 Down 1.83E-173 LOC101264793 PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1-like (LOC101264793), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1-like (LOC101264793), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1-like (LOC101264793), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum vacuolar amino acid transporter 1-like (LOC101264793), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportK15015//s
olute
carrier
family 32
(vesicular
inhibitory
amino
acid
transporte
r)

101252966 1781 16.24 3.92 -2.050626 2.38E-116 Down 6.45E-118 LOC101252966 PREDICTED: Solanum lycopersicum amino acid permease 6 (LOC101252966), mRNAGO:0016021//integral component of membraneNA NA K14209//s
olute
carrier
family 36
(proton-
coupled
amino
acid
transporte
r)

104648861 2380 0.33 0.08 -2.044394 0.000675 Down 0.000246 LOC104648861 PREDICTED: Solanum lycopersicum uncharacterized LOC104648861 (LOC104648861), mRNANA NA NA K11843//
ubiquitin
carboxyl-
terminal
hydrolase
14
[EC:3.4.1
9.12]

101266471 1381 0.66 0.16 -2.044394 0.000279 Down 9.69E-05 LOC101266471 PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase NPK1-like (LOC101266471), mRNAGO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascadeK04421//
mitogen-
activated
protein
kinase
kinase
kinase 3
[EC:2.7.1
1.25];K20
716//mito
gen-
activated
protein
kinase
kinase
kinase
17/18

104644865 1663 1.27 0.31 -2.034488 0.000107 Down 3.49E-05 LOC104644865 PREDICTED: Solanum lycopersicum uncharacterized LOC104644865 (LOC104644865), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104644865 (LOC104644865), transcript variant X3, misc_RNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104644865 (LOC104644865), transcript variant X2, misc_RNANA NA NA NA
101244894 658 228.78 56.4 -2.020194 0 Down 0 LOC101244894 PREDICTED: Solanum lycopersicum uncharacterized LOC101244894 (LOC101244894), mRNANA NA NA K09874//a

quaporin
NIP

101246264 1777 4.7 1.16 -2.018536 2.24E-33 Down 1.74E-34 LOC101246264 PREDICTED: Solanum lycopersicum O-acyltransferase WSD1 (LOC101246264), mRNAGO:0005886//plasma membraneGO:0004144//diacylglycerol O-acyltransferase activity;GO:0047196//long-chain-alcohol O-fatty-acyltransferase activityGO:0019432//triglyceride biosynthetic process;GO:0045017//glycerolipid biosynthetic processK15406//
wax-ester
synthase /
diacylglyc
erol O-
acyltransf
erase
[EC:2.3.1.
75
2.3.1.20];
K20098//
DNA
excision
repair
protein
ERCC-6-
like 2
[EC:3.6.4.-
]

101259110 964 0.85 0.21 -2.017074 0.000356 Down 0.000125 LOC101259110 PREDICTED: Solanum lycopersicum oil body-associated protein 2A (LOC101259110), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum oil body-associated protein 2A (LOC101259110), transcript variant X2, mRNANA NA NA NA
109119902 542 7.26 1.8 -2.011973 3.12E-15 Down 4.61E-16 LOC109119902 PREDICTED: Solanum lycopersicum uncharacterized LOC109119902 (LOC109119902), ncRNANA NA NA NA
101248124 762 10.59 2.66 -1.993204 3.36E-30 Down 2.85E-31 LOC101248124 PREDICTED: Solanum lycopersicum uncharacterized LOC101248124 (LOC101248124), mRNANA NA NA NA
101249967 714 3.42 0.86 -1.991588 1.13E-09 Down 2.34E-10 LOC101249967 PREDICTED: Solanum lycopersicum dirigent protein 22-like (LOC101249967), mRNAGO:0048046//apoplastGO:0016853//isomerase activityNA K01870//i

soleucyl-
tRNA
synthetase
[EC:6.1.1.
5];K1902
7//zinc
finger
FYVE
domain-
containing
protein 26

101055585 1086 13.03 3.3 -1.981299 1.95E-53 Down 1.03E-54 ZF2 Solanum lycopersicum ZF2 protein (ZF2), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K05747//
Wiskott-
Aldrich
syndrome
protein

104646047 678 1.77 0.45 -1.975752 4.85E-05 Down 1.52E-05 LOC104646047 PREDICTED: Solanum lycopersicum uncharacterized LOC104646047 (LOC104646047), mRNANA NA NA NA
101263275 1965 35.61 9.07 -1.973108 4.72E-268 Down 6.04E-270 LOC101263275 PREDICTED: Solanum lycopersicum transcription factor bHLH81 (LOC101263275), mRNAGO:0005634//nucleusGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0001046//core promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006366//transcription from RNA polymerase II promoterK12126//

phytochro
me-
interactin
g factor 3

101260767 724 2 0.51 -1.971431 6.19E-06 Down 1.76E-06 LOC101260767 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF096 (LOC101260767), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14516//e
thylene-
responsiv
e
transcripti
on factor
1;K14517
//ethylene-
responsiv
e
transcripti
on factor
2

101252918 1693 2.81 0.72 -1.964501 1.38E-18 Down 1.73E-19 LOC101252918 PREDICTED: Solanum lycopersicum protein DMR6-LIKE OXYGENASE 2 (LOC101252918), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K06892//f
eruloyl-
CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]

101268519 1592 1.01 0.26 -1.957772 1.07E-06 Down 2.84E-07 LOC101268519 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL54-like (LOC101268519), mRNAGO:0016021//integral component of membraneNA NA K19041//
E3
ubiquitin-
protein
ligase
RNF38/44
[EC:2.3.2.
27]
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101055556 729 3.26 0.84 -1.956411 2.89E-09 Down 6.18E-10 LOC101055556 Solanum lycopersicum IAA36 (LOC101055556), mRNAGO:0005634//nucleusNA GO:0006355//regulation of transcription, DNA-templated;GO:0009734//auxin-activated signaling pathway;GO:0006351//transcription, DNA-templatedK14484//a
uxin-
responsiv
e protein
IAA

101255889 1578 2.51 0.65 -1.949176 8.29E-16 Down 1.19E-16 LOC101255889 PREDICTED: Solanum lycopersicum BAHD acyltransferase DCR (LOC101255889), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K19747//
BAHD
acyltransf
erase
[EC:2.3.1.-
]

101245338 1784 15.25 3.95 -1.948885 1.21E-92 Down 3.94E-94 LOC101245338 PREDICTED: Solanum lycopersicum protein CDI-like (LOC101245338), transcript variant X1, misc_RNA;PREDICTED: Solanum lycopersicum protein CDI-like (LOC101245338), transcript variant X2, misc_RNA;PREDICTED: Solanum lycopersicum protein CDI-like (LOC101245338), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum protein CDI-like (LOC101245338), transcript variant X4, misc_RNANA NA NA NA
778214 777 1657.52 429.57 -1.948061 0 Down 0 ltpg1 Solanum lycopersicum non-specific lipid transfer protein (ltpg1), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
544185 705 94.51 24.53 -1.94592 2.68E-235 Down 3.92E-237 P4 Solanum lycopersicum pathogenesis-related protein P4 (P4), mRNAGO:0005576//extracellular regionNA GO:0050832//defense response to fungus;GO:0006952//defense response;GO:0031640//killing of cells of other organism;GO:0009607//response to biotic stimulusK13449//

pathogene
sis-related
protein 1

101266923 667 90.36 23.61 -1.936286 4.79E-210 Down 7.65E-212 LOC101266923 PREDICTED: Solanum lycopersicum glycine-rich cell wall structural protein 2-like (LOC101266923), mRNANA NA NA K12121//
phytochro
me B

101246214 1813 2.16 0.57 -1.921997 3.12E-15 Down 4.60E-16 LOC101246214 PREDICTED: Solanum lycopersicum vicilin-like seed storage protein At2g28490 (LOC101246214), mRNANA GO:0045735//nutrient reservoir activityNA K17815//e
xonucleas
e V
[EC:3.1.-.-
];K18626/
/trichohya
lin

101263226 975 6.59 1.77 -1.896529 3.29E-23 Down 3.45E-24 LOC101263226 PREDICTED: Solanum lycopersicum universal stress protein PHOS32-like (LOC101263226), mRNANA NA GO:0006950//response to stressK20165//
TBC1
domain
family
member
2A;K1394
5//LOB
domain-
containing
protein 29

544017 1929 5.33 1.45 -1.878083 1.41E-37 Down 1.00E-38 LAPA1 Solanum lycopersicum leucine aminopeptidase (LAPA1), mRNAGO:0009507//chloroplastGO:0000287//magnesium ion binding;GO:0004177//aminopeptidase activity;GO:0008235//metalloexopeptidase activity;GO:0030145//manganese ion bindingGO:0034214//protein hexamerizationK01255//l
eucyl
aminopept
idase
[EC:3.4.1
1.1]

543875 2259 11.08 3.04 -1.865815 4.81E-90 Down 1.60E-91 LEAS1 Solanum lycopersicum asparagine synthetase 1 (LEAS1), mRNANA GO:0005524//ATP binding;GO:0004066//asparagine synthase (glutamine-hydrolyzing) activityGO:0006541//glutamine metabolic process;GO:0006529//asparagine biosynthetic processK01953//a
sparagine
synthase
(glutamin
e-
hydrolysi
ng)
[EC:6.3.5.
4]

101263372 2072 0.69 0.19 -1.860597 4.78E-06 Down 1.34E-06 LOC101263372 PREDICTED: Solanum lycopersicum polyphenol oxidase, chloroplastic-like (LOC101263372), mRNANA GO:0046872//metal ion binding;GO:0004097//catechol oxidase activityGO:0046148//pigment biosynthetic processK00422//
polypheno
l oxidase
[EC:1.10.
3.1]

104645765 1301 1.08 0.3 -1.847997 1.19E-05 Down 3.48E-06 LOC104645765 PREDICTED: Solanum lycopersicum uncharacterized LOC104645765 (LOC104645765), ncRNANA GO:0004190//aspartic-type endopeptidase activityGO:0006508//proteolysis;GO:0030163//protein catabolic processNA
101262581 1490 4.52 1.26 -1.842899 5.76E-23 Down 6.09E-24 LOC101262581 PREDICTED: Solanum lycopersicum ras-related protein RABC2a-like (LOC101262581), mRNANA GO:0005525//GTP binding;GO:0003924//GTPase activityNA K07910//

Ras-
related
protein
Rab-18

101267932 1947 0.93 0.26 -1.838719 4.83E-07 Down 1.24E-07 LOC101267932 PREDICTED: Solanum lycopersicum uncharacterized LOC101267932 (LOC101267932), mRNANA NA NA K13963//s
erpin B101254668 1794 17.79 4.98 -1.836849 3.00E-111 Down 8.36E-113 LOC101254668 PREDICTED: Solanum lycopersicum cytochrome P450 CYP736A12-like (LOC101254668), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK20562//
biphenyl-
4-
hydroxyla
se

543853 1470 3.77 1.06 -1.8305 1.07E-19 Down 1.29E-20 Xegip Solanum lycopersicum xyloglucan-specific fungal endoglucanase inhibitor protein precursor (Xegip), mRNANA GO:0004190//aspartic-type endopeptidase activityGO:0006508//proteolysis;GO:0030163//protein catabolic processK00924//
kinase
[EC:2.7.1.-
];K01379/
/cathepsin
D
[EC:3.4.2
3.5]

101245242 1937 1.1 0.31 -1.827163 4.75E-08 Down 1.11E-08 LOC101245242 PREDICTED: Solanum lycopersicum uncharacterized LOC101245242 (LOC101245242), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101245242 (LOC101245242), transcript variant X2, mRNANA GO:0004252//serine-type endopeptidase activityNA K02563//
UDP-N-
acetylgluc
osamine--
N-
acetylmur
amyl-
(pentapept
ide)
pyrophosp
horyl-
undecapre
nol N-
acetylgluc
osamine
transferas
e
[EC:2.4.1.
227]

104648973 1090 3.1 0.88 -1.816693 4.24E-12 Down 7.43E-13 LOC104648973 PREDICTED: Solanum lycopersicum uncharacterized LOC104648973 (LOC104648973), ncRNANA NA NA NA
544149 956 1279.55 365.29 -1.808522 0 Down 0 CHI3 Solanum lycopersicum chitinase (CHI3), mRNAGO:0005615//extracellular spaceGO:0004568//chitinase activityGO:0006032//chitin catabolic process;GO:0006952//defense response;GO:0016998//cell wall macromolecule catabolic process;GO:0000272//polysaccharide catabolic process;GO:0009607//response to biotic stimulusK20547//

basic
endochitin
ase B
[EC:3.2.1.
14]

101247100 1488 1.75 0.5 -1.807355 1.44E-09 Down 3.01E-10 LOC101247100 PREDICTED: Solanum lycopersicum E3 ubiquitin-protein ligase PUB23-like (LOC101247100), mRNANA GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityNA K10260//
F-box and
WD-40
domain
protein
7;K08332
//vacuolar
protein 8

101244796 1532 52.82 15.1 -1.806536 2.49E-273 Down 3.14E-275 LOC101244796 PREDICTED: Solanum lycopersicum FAD-dependent urate hydroxylase-like (LOC101244796), mRNANA GO:0071949//FAD bindingNA K09838//z
eaxanthin
epoxidase
[EC:1.14.
15.21]

101246743 595 42.07 12.03 -1.806155 6.80E-79 Down 2.56E-80 LOC101246743 PREDICTED: Solanum lycopersicum non-specific lipid-transfer protein 1-like (LOC101246743), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
544163 2170 47.2 13.6 -1.79518 0 Down 0 LOC544163 Solanum lycopersicum nine-cis-epoxycarotenoid dioxygenase (LeNCED1), mRNANA GO:0016702//oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;GO:0046872//metal ion bindingNA K09840//

9-cis-
epoxycaro
tenoid
dioxygena
se
[EC:1.13.
11.51]

101245487 1917 2.39 0.69 -1.792342 9.74E-16 Down 1.40E-16 LOC101245487 PREDICTED: Solanum lycopersicum synaptotagmin-3 (LOC101245487), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum synaptotagmin-3 (LOC101245487), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum synaptotagmin-3 (LOC101245487), transcript variant X1, mRNAGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0008289//lipid bindingNA K19907//s
ynaptotag
min-
7;K19938
//rabphilin-
3A;K0351
1//DNA
polymeras
e kappa
[EC:2.7.7.
7]

101260726 1315 10.2 2.95 -1.789782 7.00E-48 Down 4.05E-49 LOC101260726 PREDICTED: Solanum lycopersicum uncharacterized LOC101260726 (LOC101260726), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101260726 (LOC101260726), transcript variant X1, mRNAGO:0016021//integral component of membraneGO:0008270//zinc ion bindingNA K10661//
E3
ubiquitin-
protein
ligase
MARCH6
[EC:2.3.2.
27]

101055548 1151 33.78 9.77 -1.789739 5.36E-128 Down 1.36E-129 IAA8 Solanum lycopersicum protein IAA8 (IAA8), mRNAGO:0005634//nucleusNA GO:0006355//regulation of transcription, DNA-templated;GO:0009734//auxin-activated signaling pathway;GO:0006351//transcription, DNA-templatedK14484//a
uxin-
responsiv
e protein
IAA

101245919 945 3.04 0.88 -1.788496 4.57E-10 Down 9.21E-11 LOC101245919 PREDICTED: Solanum lycopersicum anther-specific protein TA-29-like (LOC101245919), mRNANA NA NA K17506//
protein
phosphata
se 1L
[EC:3.1.3.
16]

101266086 1515 5.38 1.56 -1.78606 9.50E-28 Down 8.59E-29 LOC101266086 PREDICTED: Solanum lycopersicum probable cysteine protease RD19D (LOC101266086), mRNAGO:0005615//extracellular space;GO:0005764//lysosomeGO:0008234//cysteine-type peptidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic processK01373//c
athepsin F
[EC:3.4.2
2.41]

101264922 2239 2.68 0.78 -1.780687 1.58E-20 Down 1.83E-21 LOC101264922 PREDICTED: Solanum lycopersicum uncharacterized LOC101264922 (LOC101264922), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101264922 (LOC101264922), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101264922 (LOC101264922), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101264922 (LOC101264922), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101264922 (LOC101264922), transcript variant X5, mRNANA NA NA K17046//
protein
DEK;K20
478//golgi
n
subfamily
B member
1

101261619 677 16.62 4.84 -1.779841 1.40E-35 Down 1.03E-36 LOC101261619 PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 22 (LOC101261619), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 22 (LOC101261619), transcript variant X2, mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK07213//c
opper
chaperone
;K10752//
histone-
binding
protein
RBBP4

101261956 877 3.67 1.07 -1.778169 4.50E-11 Down 8.46E-12 LOC101261956 PREDICTED: Solanum lycopersicum uncharacterized LOC101261956 (LOC101261956), mRNANA NA NA NA
101245348 1368 1.77 0.52 -1.767166 1.13E-08 Down 2.53E-09 LOC101245348 PREDICTED: Solanum lycopersicum uncharacterized LOC101245348 (LOC101245348), mRNANA NA NA K03097//c

asein
kinase II
subunit
alpha
[EC:2.7.1
1.1]

101256490 1744 1.32 0.39 -1.758992 2.02E-08 Down 4.59E-09 LOC101256490 PREDICTED: Solanum lycopersicum BAHD acyltransferase DCR-like (LOC101256490), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K19747//
BAHD
acyltransf
erase
[EC:2.3.1.-
]

101245840 1716 39.66 11.75 -1.755024 3.05E-222 Down 4.72E-224 LOC101245840 PREDICTED: Solanum lycopersicum probable nucleoredoxin 2 (LOC101245840), mRNAGO:0005623//cell;GO:0005737//cytoplasmGO:0004791//thioredoxin-disulfide reductase activityGO:0045454//cell redox homeostasisK17609//
nucleored
oxin
[EC:1.8.1.
8]

101263090 1728 0.64 0.19 -1.752072 0.000167 Down 5.63E-05 LOC101263090 PREDICTED: Solanum lycopersicum 7-deoxyloganetic acid glucosyltransferase-like (LOC101263090), mRNANA GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21373//
7-
deoxyloga
netic acid
glucosyltr
ansferase
[EC:2.4.1.
323]

544236 2628 40.83 12.13 -1.75105 0 Down 0 SIP Solanum lycopersicum alkaline alpha-galactosidase seed imbibition protein (SIP), mRNANA GO:0016757//transferase activity, transferring glycosyl groupsNA K06617//r
affinose
synthase
[EC:2.4.1.
82]

109118734 1331 31.37 9.32 -1.750984 1.53E-134 Down 3.69E-136 LOC109118734 PREDICTED: Solanum lycopersicum protein SRG1-like (LOC109118734), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K04124//
gibberelli
n 3-beta-
dioxygena
se
[EC:1.14.
11.15];K0
5278//flav
onol
synthase
[EC:1.14.
11.23];K0
6892//feru
loyl-CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]
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778293 1401 6.33 1.9 -1.736206 7.60E-29 Down 6.67E-30 9612 Solanum lycopersicum probable pectate lyase P18 (9612), mRNANA GO:0046872//metal ion binding;GO:0030570//pectate lyase activityGO:0045490//pectin catabolic processK01728//
pectate
lyase
[EC:4.2.2.
2]

101246954 861 15.19 4.58 -1.729702 9.93E-41 Down 6.63E-42 LOC101246954 PREDICTED: Solanum lycopersicum uncharacterized LOC101246954 (LOC101246954), mRNANA NA NA K20855//
beta-1,3-
galactosyl
transferas
e
1/2/3/4/5/
7/8
[EC:2.4.1.-
]

101247761 609 1.69 0.51 -1.728454 0.000722 Down 0.000264 LOC101247761 PREDICTED: Solanum lycopersicum auxin-induced protein 15A-like (LOC101247761), mRNANA NA GO:0009733//response to auxinK14488//
SAUR
family
protein

101255191 2218 13.07 3.95 -1.726335 1.87E-90 Down 6.20E-92 LOC101255191 PREDICTED: Solanum lycopersicum DNA (cytosine-5)-methyltransferase DRM2 (LOC101255191), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum DNA (cytosine-5)-methyltransferase DRM2 (LOC101255191), transcript variant X2, mRNANA NA GO:0006306//DNA methylationK17398//
DNA
(cytosine-
5)-
methyltra
nsferase
3A
[EC:2.1.1.
37]

104648541 952 3.11 0.94 -1.726182 6.25E-10 Down 1.27E-10 LOC104648541 PREDICTED: Solanum lycopersicum oleosin S1-2-like (LOC104648541), mRNAGO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019915//lipid storage;GO:0010344//seed oilbody biogenesis;GO:0050826//response to freezingNA
101261459 3138 7.45 2.27 -1.714548 1.25E-74 Down 4.94E-76 LOC101261459 PREDICTED: Solanum lycopersicum glycine-rich domain-containing protein 2 (LOC101261459), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum glycine-rich domain-containing protein 2 (LOC101261459), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum glycine-rich domain-containing protein 2 (LOC101261459), transcript variant X2, mRNAGO:0005886//plasma membraneNA NA NA
101250764 1501 2.26 0.69 -1.711655 1.94E-11 Down 3.55E-12 LOC101250764 PREDICTED: Solanum lycopersicum transcription factor MYB80 (LOC101250764), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t

ranscripti
on factor
MYB,
plant

101250001 1603 8.25 2.52 -1.71097 1.77E-41 Down 1.16E-42 LOC101250001 PREDICTED: Solanum lycopersicum transcription factor bHLH87 (LOC101250001), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor bHLH87 (LOC101250001), transcript variant X1, mRNANA GO:0046983//protein dimerization activityNA K16189//
phytochro
me-
interactin
g factor
4;K10863
//aprataxi
n
[EC:3.1.1
1.7
3.1.11.8
3.1.12.2];
K12126//
phytochro
me-
interactin
g factor 3

101246665 4046 4.84 1.48 -1.70941 1.28E-63 Down 5.81E-65 LOC101246665 PREDICTED: Solanum lycopersicum BAG family molecular chaperone regulator 6 (LOC101246665), mRNANA GO:0051087//chaperone bindingNA NA
544134 738 2.55 0.78 -1.708951 2.12E-06 Down 5.76E-07 TSI-1 Solanum lycopersicum TSI-1 protein (TSI-1), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusK14496//a

bscisic
acid
receptor
PYR/PYL
family

101249144 1192 27.62 8.46 -1.706984 5.49E-102 Down 1.65E-103 LOC101249144 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein HAT22 (LOC101249144), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityNA K09338//
homeobox-
leucine
zipper
protein

100037510 1610 50.89 15.6 -1.705836 1.23E-256 Down 1.67E-258 SRK2C Solanum lycopersicum SNF1-related kinase (SRK2C), mRNA;PREDICTED: Solanum lycopersicum SNF1-related kinase (SRK2C), transcript variant X1, mRNAGO:0005634//nucleus;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0006468//protein phosphorylation;GO:0035556//intracellular signal transductionK14498//s
erine/thre
onine-
protein
kinase
SRK2
[EC:2.7.1
1.1]

101261337 3010 0.39 0.12 -1.70044 0.000125 Down 4.14E-05 LOC101261337 PREDICTED: Solanum lycopersicum uncharacterized LOC101261337 (LOC101261337), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101261337 (LOC101261337), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101261337 (LOC101261337), transcript variant X2, mRNAGO:0005737//cytoplasmGO:0004842//ubiquitin-protein transferase activityGO:0009966//regulation of signal transductionK01931//
protein
neuralized
[EC:2.3.2.
27]

101247242 525 3.05 0.94 -1.698077 2.18E-05 Down 6.55E-06 LOC101247242 PREDICTED: Solanum lycopersicum non-specific lipid-transfer protein 1 (LOC101247242), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
101249340 1368 0.94 0.29 -1.696608 6.99E-05 Down 2.23E-05 LOC101249340 PREDICTED: Solanum lycopersicum uncharacterized protein At1g28695-like (LOC101249340), mRNAGO:0043231//intracellular membrane-bounded organelle;GO:0016021//integral component of membraneGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0009451//RNA modificationK20892//

beta-
arabinofur
anosyltran
sferase
[EC:2.4.2.-
]

101266493 812 3.19 0.99 -1.688056 2.02E-08 Down 4.60E-09 LOC101266493 PREDICTED: Solanum lycopersicum PLAT domain-containing protein 3-like (LOC101266493), mRNANA NA NA NA
101260277 5172 0.61 0.19 -1.68281 3.44E-11 Down 6.41E-12 LOC101260277 PREDICTED: Solanum lycopersicum putative late blight resistance protein homolog R1B-14 (LOC101260277), mRNAGO:0005886//plasma membraneGO:0043531//ADP bindingGO:0007165//signal transduction;GO:0006952//defense responseK07198//

5'-AMP-
activated
protein
kinase,
catalytic
alpha
subunit
[EC:2.7.1
1.11];K13
453//disea
se
resistance
protein;K
13457//dis
ease
resistance
protein
RPM1

101252201 1696 0.61 0.19 -1.68281 0.000532 Down 0.000192 LOC101252201 PREDICTED: Solanum lycopersicum cytochrome P450 CYP72A219-like (LOC101252201), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1]

101258143 776 3.2 1 -1.678072 4.82E-08 Down 1.13E-08 LOC101258143 PREDICTED: Solanum lycopersicum oleosin 1-like (LOC101258143), mRNAGO:0016021//integral component of membrane;GO:0012511//monolayer-surrounded lipid storage bodyNA GO:0019915//lipid storageNA
101256151 797 5.52 1.73 -1.673896 1.39E-13 Down 2.24E-14 LOC101256151 PREDICTED: Solanum lycopersicum N66 matrix protein-like (LOC101256151), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityGO:0055085//transmembrane transportK15400//

omega-
hydroxyp
almitate O-
feruloyl
transferas
e
[EC:2.3.1.
188];K22
048//mech
anosensiti
ve ion
channel
protein
4/5/6/7/8/
9/10

101265369 1533 2.07 0.65 -1.671119 2.58E-10 Down 5.11E-11 LOC101265369 PREDICTED: Solanum lycopersicum anthocyanidin 3-O-glucosyltransferase 2-like (LOC101265369), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK12938//a
nthocyani
din 5,3-O-
glucosyltr
ansferase
[EC:2.4.1.-
];K08237/
/hydroqui
none
glucosyltr
ansferase
[EC:2.4.1.
218]

104648156 1033 56.94 17.92 -1.667872 3.07E-174 Down 5.71E-176 LOC104648156 PREDICTED: Solanum lycopersicum cucumber peeling cupredoxin-like (LOC104648156), mRNAGO:0046658//anchored component of plasma membraneGO:0009055//electron transfer activityNA K01179//e
ndoglucan
ase
[EC:3.2.1.
4];K0574
0//diaphan
ous 1

544092 1250 79.27 24.98 -1.666001 1.80E-296 Down 2.06E-298 Q`b Solanum lycopersicum glucan endo-1,3-beta-D-glucosidase (Q`b), mRNAGO:0046658//anchored component of plasma membraneGO:0042973//glucan endo-1,3-beta-D-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030247//polysaccharide bindingGO:0005975//carbohydrate metabolic processK19893//
glucan
endo-1,3-
beta-
glucosidas
e 5/6
[EC:3.2.1.
39];K198
91//glucan
endo-1,3-
beta-
glucosidas
e 1/2/3
[EC:3.2.1.
39]

101245973 1522 3.52 1.11 -1.665016 9.79E-18 Down 1.28E-18 LOC101245973 PREDICTED: Solanum lycopersicum uncharacterized LOC101245973 (LOC101245973), ncRNANA NA NA NA
101251084 1787 1.14 0.36 -1.662965 4.90E-07 Down 1.25E-07 LOC101251084 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ABR1-like (LOC101251084), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK12900//

FUS-
interactin
g serine-
arginine-
rich
protein
1;K09286
//EREBP-
like factor

101247078 1279 1.04 0.33 -1.656046 9.13E-05 Down 2.97E-05 LOC101247078 PREDICTED: Solanum lycopersicum 2-hydroxyisoflavanone dehydratase-like (LOC101247078), mRNANA GO:0016787//hydrolase activityGO:0008152//metabolic process;GO:0009056//catabolic processK13258//
2-
hydroxyis
oflavanon
e
dehydrata
se
[EC:4.2.1.
105];K20
506//tulip
oside A-
convertin
g enzyme
[EC:4.2.9
9.22]

104648615 941 1.75 0.56 -1.643856 1.58E-05 Down 4.68E-06 LOC104648615 PREDICTED: Solanum lycopersicum uncharacterized LOC104648615 (LOC104648615), mRNAGO:0016021//integral component of membraneNA NA NA
104645408 834 4.15 1.33 -1.641685 1.07E-10 Down 2.06E-11 LOC104645408 PREDICTED: Solanum lycopersicum uncharacterized LOC104645408 (LOC104645408), mRNANA NA NA K15920//

xylan 1,4-
beta-
xylosidase
[EC:3.2.1.
37]

101264952 522 218.01 70.02 -1.638555 3.65E-306 Down 4.00E-308 LOC101264952 PREDICTED: Solanum lycopersicum uncharacterized LOC101264952 (LOC101264952), mRNANA NA NA NA
101262489 2466 3.6 1.16 -1.633872 3.17E-27 Down 2.91E-28 LOC101262489 Solanum lycopersicum (E,E)-geranyllinalool synthase (LOC101262489), mRNANA GO:0000287//magnesium ion binding;GO:0080013//(E,E)-geranyllinalool synthase activity;GO:0010333//terpene synthase activityGO:0009611//response to wounding;GO:0080027//response to herbivore;GO:0008152//metabolic process;GO:0000304//response to singlet oxygen;GO:0009753//response to jasmonic acid;GO:0009617//response to bacterium;GO:0016102//diterpenoid biosynthetic processK17982//

geranyllin
alool
synthase
[EC:4.2.3.
144]

101266963 1866 6.78 2.19 -1.630354 4.18E-38 Down 2.94E-39 LOC101266963 PREDICTED: Solanum lycopersicum ferruginol synthase-like (LOC101266963), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK14985//
26-
hydroxyla
se
[EC:1.14.-
.-
];K00512/
/steroid
17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2]

101259682 910 49.98 16.17 -1.628031 2.87E-129 Down 7.15E-131 LOC101259682 PREDICTED: Solanum lycopersicum WCOR413-like plant cold acclimation protein (LOC101259682), mRNAGO:0016021//integral component of membraneNA GO:0009744//response to sucrose;GO:0009749//response to glucose;GO:0009750//response to fructoseK03251//t
ranslation
initiation
factor 3
subunit
D;K12189
//ESCRT-
II
complex
subunit
VPS25

104647829 469 3.52 1.14 -1.626542 3.74E-05 Down 1.16E-05 LOC104647829 PREDICTED: Solanum lycopersicum uncharacterized LOC104647829 (LOC104647829), ncRNANA NA NA NA
109119848 1817 0.92 0.3 -1.616671 1.16E-05 Down 3.39E-06 LOC109119848 PREDICTED: Solanum lycopersicum cytochrome P450 71A6-like (LOC109119848), mRNAGO:0016020//membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0020037//heme binding;GO:0005506//iron ion bindingGO:0044550//secondary metabolite biosynthetic processK07408//c

ytochrom
e P450
family 1
subfamily
A
polypepti
de 1
[EC:1.14.
14.1]

544028 1942 3.37 1.1 -1.615245 4.93E-20 Down 5.83E-21 ACS1A Solanum lycopersicum 1-aminocyclopropane-1-carboxylate synthase (ACS1A), mRNANA GO:0003824//catalytic activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic processK20772//
1-
aminocycl
opropane-
1-
carboxylat
e synthase
1/2/6
[EC:4.4.1.
14]

104649633 1231 0.98 0.32 -1.61471 0.000287 Down 9.98E-05 LOC104649633 PREDICTED: Solanum lycopersicum uncharacterized LOC104649633 (LOC104649633), ncRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101249481 1291 5.41 1.77 -1.611879 1.11E-20 Down 1.28E-21 LOC101249481 PREDICTED: Solanum lycopersicum 1-aminocyclopropane-1-carboxylate oxidase homolog 1 (LOC101249481), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K06892//f

eruloyl-
CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-
];K13229/
/2,4-
dihydroxy-
1,4-
benzoxazi
n-3-one-
glucoside
dioxygena
se
[EC:1.14.
20.2]
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101262567 1187 19.79 6.48 -1.610706 2.64E-67 Down 1.15E-68 LOC101262567 PREDICTED: Solanum lycopersicum NDR1/HIN1-like protein 12 (LOC101262567), mRNAGO:0009506//plasmodesma;GO:0016021//integral component of membrane;GO:0046658//anchored component of plasma membraneGO:0004871//signal transducer activityGO:0006952//defense responseNA
101263538 1999 1.66 0.55 -1.59368 1.83E-10 Down 3.59E-11 LOC101263538 PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 7.3 (LOC101263538), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K14638//s

olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

101264425 1258 5.65 1.89 -1.579865 2.37E-20 Down 2.76E-21 LOC101264425 PREDICTED: Solanum lycopersicum peroxidase P7 (LOC101264425), mRNAGO:0005576//extracellular regionGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0004601//peroxidase activityGO:0006979//response to oxidative stress;GO:0042744//hydrogen peroxide catabolic processK00430//
peroxidas
e
[EC:1.11.
1.7]

101257896 2613 40.56 13.58 -1.578574 1.08E-302 Down 1.20E-304 sbt4b Solanum lycopersicum subtilisin-like protease 4B (sbt4b), mRNANA GO:0004252//serine-type endopeptidase activityNA K12619//
5'-3'
exoribonu
clease 2
[EC:3.1.1
3.-
];K13199/
/plasmino
gen
activator
inhibitor 1
RNA-
binding
protein;K
15333//tR
NA
guanosine-
2'-O-
methyltra
nsferase
[EC:2.1.1.
34];K145
68//rRNA
small
subunit
pseudouri
dine
methyltra
nsferase
Nep1
[EC:2.1.1.
260]

544035 1286 3.85 1.29 -1.577487 2.06E-14 Down 3.18E-15 EXP1 Solanum lycopersicum expansin (EXP1), mRNAGO:0016020//membrane;GO:0005618//cell wall;GO:0005576//extracellular regionNA GO:0009664//plant-type cell wall organizationK20628//e
xpansin101248657 1431 4.64 1.56 -1.572579 7.39E-19 Down 9.16E-20 LOC101248657 PREDICTED: Solanum lycopersicum delta(12)-fatty-acid desaturase FAD2 (LOC101248657), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum delta(12)-fatty-acid desaturase FAD2 (LOC101248657), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006629//lipid metabolic processK10256//
omega-6
fatty acid
desaturase
/ acyl-
lipid
omega-6
desaturase
(Delta-12
desaturase
)
[EC:1.14.
19.6
1.14.19.2
2]

101244010 518 3.42 1.15 -1.572362 2.65E-05 Down 8.05E-06 LOC101244010 PREDICTED: Solanum lycopersicum uncharacterized LOC101244010 (LOC101244010), ncRNANA NA GO:0006952//defense responseNA
101256065 1414 2.73 0.92 -1.569195 1.68E-11 Down 3.06E-12 LOC101256065 PREDICTED: Solanum lycopersicum probable WRKY transcription factor 41 (LOC101256065), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK13425//

WRKY
transcripti
on factor
22;K1345
9//disease
resistance
protein
RPS2;K1
3457//dise
ase
resistance
protein
RPM1;K1
6225//pro
bable
WRKY
transcripti
on factor
52

101243802 2190 2.61 0.88 -1.568474 6.21E-17 Down 8.41E-18 LOC101243802 PREDICTED: Solanum lycopersicum uncharacterized protein (LOC101243802), mRNAGO:0016021//integral component of membraneNA GO:0010228//vegetative to reproductive phase transition of meristemK16055//t
rehalose 6-
phosphate
synthase/p
hosphatas
e
[EC:2.4.1.
15
3.1.3.12]

101245037 1124 13.52 4.56 -1.567989 4.48E-42 Down 2.92E-43 LOC101245037 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-7-like (LOC101245037), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityNA K09338//
homeobox-
leucine
zipper
protein

101254104 1731 1.33 0.45 -1.563429 2.52E-07 Down 6.31E-08 LOC101254104 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL3-like (LOC101254104), mRNAGO:0016021//integral component of membraneGO:0061630//ubiquitin protein ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK19038//
E3
ubiquitin-
protein
ligase
ATL41
[EC:2.3.2.
27];K156
92//E3
ubiquitin-
protein
ligase
RNF13
[EC:2.3.2.
27];K190
41//E3
ubiquitin-
protein
ligase
RNF38/44
[EC:2.3.2.
27];K162
86//E3
ubiquitin-
protein
ligase
EL5
[EC:2.3.2.
27]

101245684 758 7.24 2.45 -1.563208 3.46E-15 Down 5.11E-16 LOC101245684 PREDICTED: Solanum lycopersicum heavy metal-associated isoprenylated plant protein 21-like (LOC101245684), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK07213//c
opper
chaperone
;K10752//
histone-
binding
protein
RBBP4

544250 1572 95.4 32.38 -1.558886 0 Down 0 fdh Solanum lycopersicum formate dehydrogenase (fdh), mRNAGO:0005739//mitochondrionGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0051287//NAD binding;GO:0008863//formate dehydrogenase (NAD+) activityGO:0042183//formate catabolic processK00122//f
ormate
dehydroge
nase
[EC:1.17.
1.9]

109119181 1416 7.3 2.48 -1.557556 3.10E-29 Down 2.69E-30 LOC109119181 PREDICTED: Solanum lycopersicum delta(12)-fatty-acid desaturase FAD2-like (LOC109119181), mRNAGO:0016021//integral component of membraneGO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006629//lipid metabolic processK10256//
omega-6
fatty acid
desaturase
/ acyl-
lipid
omega-6
desaturase
(Delta-12
desaturase
)
[EC:1.14.
19.6
1.14.19.2
2]

101244867 1445 2.17 0.74 -1.552098 1.31E-09 Down 2.73E-10 LOC101244867 PREDICTED: Solanum lycopersicum protein PIN-LIKES 1 (LOC101244867), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein PIN-LIKES 1 (LOC101244867), transcript variant X1, mRNAGO:0016021//integral component of membraneNA GO:0055085//transmembrane transportK07088//
uncharact
erized
protein

101253938 944 2.46 0.84 -1.550197 5.73E-07 Down 1.48E-07 LOC101253938 PREDICTED: Solanum lycopersicum histidine-containing phosphotransfer protein 1 (LOC101253938), mRNAGO:0005634//nucleus;GO:0005622//intracellular;GO:0005737//cytoplasmGO:0043424//protein histidine kinase binding;GO:0004871//signal transducer activity;GO:0009927//histidine phosphotransfer kinase activityGO:0016310//phosphorylation;GO:0009736//cytokinin-activated signaling pathway;GO:0000160//phosphorelay signal transduction systemK14490//
histidine-
containing
phosphotr
ansfer
peotein

543953 536 116.59 39.95 -1.545177 2.11E-155 Down 4.32E-157 ER1 Solanum lycopersicum proteinase inhibitor I (ER1), mRNAGO:0005576//extracellular regionGO:0004867//serine-type endopeptidase inhibitor activityGO:0009611//response to woundingNA
101259007 2774 64.54 22.21 -1.538984 0 Down 0 LOC101259007 PREDICTED: Solanum lycopersicum uncharacterized LOC101259007 (LOC101259007), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101259007 (LOC101259007), transcript variant X1, mRNANA NA NA K09060//

plant G-
box-
binding
factor

109118713 1368 1.8 0.62 -1.537657 2.33E-07 Down 5.81E-08 LOC109118713 PREDICTED: Solanum lycopersicum cold-inducible RNA-binding protein-like (LOC109118713), mRNAGO:0016021//integral component of membraneNA NA K13195//c
old-
inducible
RNA-
binding
protein

101258079 1845 2.67 0.92 -1.537134 4.34E-14 Down 6.82E-15 LOC101258079 PREDICTED: Solanum lycopersicum citrate synthase 3, peroxisomal-like (LOC101258079), mRNANA GO:0046912//transferase activity, transferring acyl groups, acyl groups converted into alkyl on transferGO:0006099//tricarboxylic acid cycleK01647//c
itrate
synthase
[EC:2.3.3.
1]

101267030 870 1.77 0.61 -1.536868 8.15E-05 Down 2.63E-05 LOC101267030 PREDICTED: Solanum lycopersicum CASP-like protein 1F1 (LOC101267030), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0051536//iron-sulfur cluster bindingNA NA
101244327 1998 4.06 1.4 -1.536053 7.77E-23 Down 8.26E-24 LOC101244327 PREDICTED: Solanum lycopersicum protein DETOXIFICATION 29 (LOC101244327), mRNAGO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityNA K03327//

multidrug
resistance
protein,
MATE
family

109120086 745 3.55 1.23 -1.529161 1.30E-07 Down 3.17E-08 LOC109120086 PREDICTED: Solanum lycopersicum uncharacterized protein At5g23160-like (LOC109120086), mRNAGO:0016021//integral component of membraneNA NA NA
101265741 2419 0.49 0.17 -1.527247 0.000474 Down 0.00017 LOC101265741 PREDICTED: Solanum lycopersicum serine/threonine-protein kinase OSR1-like (LOC101265741), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum serine/threonine-protein kinase OSR1-like (LOC101265741), transcript variant X2, mRNANA GO:0005524//ATP binding;GO:0004672//protein kinase activityNA K08835//s

erine/thre
onine-
protein
kinase
OSR1/ST
K39
[EC:2.7.1
1.1]

101245149 3463 2.88 1 -1.526069 3.42E-28 Down 3.06E-29 LOC101245149 PREDICTED: Solanum lycopersicum phosphoenolpyruvate carboxylase 4 (LOC101245149), mRNAGO:0005829//cytosolGO:0008964//phosphoenolpyruvate carboxylase activityGO:0006099//tricarboxylic acid cycle;GO:0015977//carbon fixationK01595//
phosphoe
nolpyruva
te
carboxyla
se
[EC:4.1.1.
31]

101268052 880 59.41 20.66 -1.523866 9.53E-135 Down 2.29E-136 LOC101268052 PREDICTED: Solanum lycopersicum desiccation-related protein clone PCC6-19-like (LOC101268052), mRNANA NA GO:0009415//response to water;GO:0006950//response to stressNA
544083 917 8.41 2.94 -1.51629 1.74E-20 Down 2.02E-21 PR-1a1 Solanum lycopersicum PR-1a1 protein (PR-1a1), mRNAGO:0005576//extracellular regionNA NA K13449//

pathogene
sis-related
protein 1

101252766 1587 2.8 0.98 -1.514573 1.98E-11 Down 3.61E-12 LOC101252766 PREDICTED: Solanum lycopersicum ureide permease 1-like (LOC101252766), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum ureide permease 1-like (LOC101252766), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum ureide permease 1-like (LOC101252766), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum ureide permease 1-like (LOC101252766), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum ureide permease 1-like (LOC101252766), transcript variant X2, mRNANA NA NA NA
544123 807 12527.42 4385.59 -1.514246 0 Down 0 PR1b1 Solanum lycopersicum pathogenesis-related leaf protein 6 (PR1b1), mRNAGO:0005576//extracellular regionNA GO:0050832//defense response to fungus;GO:0006952//defense response;GO:0031640//killing of cells of other organism;GO:0009607//response to biotic stimulusK13449//

pathogene
sis-related
protein 1

544061 696 142.6 50.06 -1.510244 4.07E-249 Down 5.65E-251 LOC544061 PREDICTED: Solanum lycopersicum glycine-rich protein (LOC544061), transcript variant X1, mRNA;Solanum lycopersicum glycine-rich protein (LOC544061), transcript variant 1, mRNA;Solanum lycopersicum glycine-rich protein (LOC544061), transcript variant 2, mRNANA NA NA K10747//
DNA
ligase 1
[EC:6.5.1.
1 6.5.1.6
6.5.1.7];K
02184//for
min 2

101249257 1261 36.92 12.97 -1.509224 2.16E-121 Down 5.69E-123 LOC101249257 PREDICTED: Solanum lycopersicum phosphoenolpyruvate carboxylase kinase 2-like (LOC101249257), mRNAGO:0005634//nucleus;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activity;GO:0009931//calcium-dependent protein serine/threonine kinase activity;GO:0005516//calmodulin bindingGO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0046777//protein autophosphorylationK04515//c
alcium/cal
modulin-
dependent
protein
kinase
(CaM
kinase) II
[EC:2.7.1
1.17];K08
794//calci
um/calmo
dulin-
dependent
protein
kinase I
[EC:2.7.1
1.17]

544297 978 5.69 2 -1.508429 5.04E-15 Down 7.52E-16 CrtR-b2 Solanum lycopersicum beta-carotene hydroxylase (CrtR-b2), mRNAGO:0016021//integral component of membraneGO:0005506//iron ion binding;GO:0016491//oxidoreductase activityGO:0008610//lipid biosynthetic processK15746//
beta-
carotene 3-
hydroxyla
se
[EC:1.14.
13.129]

101256789 2113 1.65 0.58 -1.508341 3.61E-10 Down 7.22E-11 LOC101256789 PREDICTED: Solanum lycopersicum putative transcription factor bHLH041 (LOC101256789), mRNANA GO:0046983//protein dimerization activityNA K13422//t
ranscripti
on factor
MYC2

101266759 784 10.26 3.61 -1.50696 6.73E-21 Down 7.71E-22 LOC101266759 PREDICTED: Solanum lycopersicum uncharacterized LOC101266759 (LOC101266759), mRNANA NA NA NA
101247334 2078 1.79 0.63 -1.506536 3.11E-10 Down 6.19E-11 LOC101247334 PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X8, mRNA;PREDICTED: Solanum lycopersicum glutamyl-tRNA(Gln) amidotransferase subunit A-like (LOC101247334), transcript variant X1, mRNANA GO:0016740//transferase activity;GO:0004040//amidase activityNA K01426//a

midase
[EC:3.5.1.
4];K0243
3//aspartyl-
tRNA(As
n)/glutam
yl-
tRNA(Gln
)
amidotran
sferase
subunit A
[EC:6.3.5.
6 6.3.5.7]

101256979 2517 39.87 14.09 -1.500632 2.14E-266 Down 2.80E-268 EDS1 Solanum lycopersicum protein EDS1 (EDS1), mRNANA GO:0016787//hydrolase activityGO:0006629//lipid metabolic processK18875//e
nhanced
disease
susceptibi
lity 1
protein

101250069 513 5.03 1.78 -1.498681 6.80E-07 Down 1.76E-07 LOC101250069 PREDICTED: Solanum lycopersicum BAG family molecular chaperone regulator 5, mitochondrial-like (LOC101250069), mRNAGO:0009506//plasmodesmaGO:0051087//chaperone bindingGO:0006457//protein folding;GO:0043207//response to external biotic stimulus;GO:0009266//response to temperature stimulusNA
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101265862 1010 6.3 2.23 -1.498308 5.91E-17 Down 7.99E-18 LOC101265862 PREDICTED: Solanum lycopersicum germin-like protein subfamily 1 member 17 (LOC101265862), mRNAGO:0005618//cell wall;GO:0005576//extracellular regionGO:0045735//nutrient reservoir activity;GO:0030145//manganese ion bindingNA K00384//t
hioredoxi
n
reductase
(NADPH)
[EC:1.8.1.
9]

544286 512 125.27 44.41 -1.496084 3.28E-151 Down 6.91E-153 mcpi Solanum lycopersicum metallocarboxypeptidase inhibitor (mcpi), mRNAGO:0016021//integral component of membraneGO:0004180//carboxypeptidase activity;GO:0004866//endopeptidase inhibitor activityNA NA
543816 892 16.21 5.75 -1.49525 8.04E-37 Down 5.79E-38 GST-T4 Solanum lycopersicum putative glutathione S-transferase T4 (GST-T4), mRNAGO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0009407//toxin catabolic processK00799//

glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101267006 851 20.69 7.35 -1.493117 2.10E-44 Down 1.30E-45 LOC101267006 PREDICTED: Solanum lycopersicum PLAT domain-containing protein 3-like (LOC101267006), mRNANA NA NA NA
101267866 1673 2.7 0.96 -1.491853 2.15E-12 Down 3.70E-13 LOC101267866 PREDICTED: Solanum lycopersicum protein UPSTREAM OF FLC (LOC101267866), mRNANA NA NA NA
101254501 656 38.81 13.82 -1.489671 4.82E-62 Down 2.24E-63 LOC101254501 PREDICTED: Solanum lycopersicum uncharacterized LOC101254501 (LOC101254501), mRNANA NA NA NA
101260320 1897 2.73 0.98 -1.478047 4.47E-14 Down 7.02E-15 LOC101260320 PREDICTED: Solanum lycopersicum fatty acid amide hydrolase-like (LOC101260320), mRNANA NA NA K02433//a

spartyl-
tRNA(As
n)/glutam
yl-
tRNA(Gln
)
amidotran
sferase
subunit A
[EC:6.3.5.
6 6.3.5.7]

101262200 1627 115.92 41.84 -1.470175 0 Down 0 LOC101262200 PREDICTED: Solanum lycopersicum SNF1-related protein kinase regulatory subunit gamma-1 (LOC101262200), mRNAGO:0009505//plant-type cell wallGO:0019887//protein kinase regulator activity;GO:0016301//kinase activityNA K07200//
5'-AMP-
activated
protein
kinase,
regulatory
gamma
subunit

101246420 894 251.94 91.03 -1.468666 0 Down 0 Asr4 Solanum lycopersicum Abscicic acid stress ripening protein 4 (Asr4), mRNANA NA GO:0006950//response to stressK12741//
heterogen
eous
nuclear
ribonucle
oprotein
A1/A3;K0
1640//hyd
roxymeth
ylglutaryl-
CoA lyase
[EC:4.1.3.
4];K1441
1//RNA-
binding
protein
Musashi;
K12813//
pre-
mRNA-
splicing
factor
ATP-
dependent
RNA
helicase
DHX16
[EC:3.6.4.
13]

101268427 1516 2.6 0.94 -1.467779 9.19E-11 Down 1.76E-11 LOC101268427 PREDICTED: Solanum lycopersicum uncharacterized LOC101268427 (LOC101268427), mRNANA NA NA NA
101247540 603 2.68 0.97 -1.466176 0.000131 Down 4.33E-05 LOC101247540 PREDICTED: Solanum lycopersicum B-box domain protein 30 (LOC101247540), mRNAGO:0005622//intracellularGO:0008270//zinc ion bindingNA K19939//

Rab
effector
Noc2;K12
135//zinc
finger
protein
CONSTA
NS

101262533 1752 2.48 0.9 -1.462343 8.51E-12 Down 1.52E-12 LOC101262533 PREDICTED: Solanum lycopersicum cytochrome P450 CYP72A219 (LOC101262533), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1]

101268860 1756 13.03 4.73 -1.461925 2.69E-58 Down 1.33E-59 LOC101268860 PREDICTED: Solanum lycopersicum ninja-family protein AFP3 (LOC101268860), mRNANA NA GO:0007165//signal transductionK05747//
Wiskott-
Aldrich
syndrome
protein

101244426 1047 18.73 6.8 -1.461744 1.19E-48 Down 6.78E-50 LOC101244426 PREDICTED: Solanum lycopersicum uncharacterized LOC101244426 (LOC101244426), mRNAGO:0016021//integral component of membraneNA NA NA
101251889 927 1.57 0.57 -1.461731 0.000234 Down 8.03E-05 LOC101251889 PREDICTED: Solanum lycopersicum LOB domain-containing protein 1-like (LOC101251889), mRNANA NA NA K13944//

LOB
domain-
containing
protein
16;K2199
4//LOB
domain-
containing
protein 18

101257792 1554 13.63 4.95 -1.461285 1.14E-53 Down 6.01E-55 LOC101257792 PREDICTED: Solanum lycopersicum probable purine permease 11 (LOC101257792), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K00850//
6-
phosphofr
uctokinas
e 1
[EC:2.7.1.
11];K078
93//Ras-
related
protein
Rab-6A

101256765 1504 5.09 1.85 -1.46014 4.16E-20 Down 4.90E-21 LOC101256765 PREDICTED: Solanum lycopersicum zeatin O-xylosyltransferase-like (LOC101256765), mRNAGO:0043231//intracellular membrane-bounded organelle;GO:0016021//integral component of membraneGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c
is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

104646584 2267 1.32 0.48 -1.459432 2.39E-08 Down 5.47E-09 LOC104646584 PREDICTED: Solanum lycopersicum uncharacterized LOC104646584 (LOC104646584), ncRNANA NA NA NA
101262352 1667 2.28 0.83 -1.457851 2.77E-10 Down 5.51E-11 LOC101262352 PREDICTED: Solanum lycopersicum probable magnesium transporter NIPA8 (LOC101262352), mRNAGO:0016020//membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005769//early endosomeGO:0015095//magnesium ion transmembrane transporter activityGO:0015693//magnesium ion transportNA
104647880 465 4.01 1.46 -1.457634 5.27E-05 Down 1.66E-05 LOC104647880 PREDICTED: Solanum lycopersicum uncharacterized LOC104647880 (LOC104647880), mRNAGO:0016021//integral component of membraneNA NA NA
101251222 863 11.15 4.06 -1.457492 8.49E-24 Down 8.68E-25 LOC101251222 PREDICTED: Solanum lycopersicum translocator protein homolog (LOC101251222), mRNAGO:0005795//Golgi stack;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0020037//heme bindingGO:0006778//porphyrin-containing compound metabolic process;GO:0009651//response to salt stress;GO:0009737//response to abscisic acidK05770//t

ranslocato
r protein

101055579 1535 1.73 0.63 -1.457348 3.47E-10 Down 6.94E-11 LOC101055579 PREDICTED: Solanum lycopersicum cytokinin dehydrogenase 3 (LOC101055579), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum cytokinin dehydrogenase 3 (LOC101055579), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum cytokinin dehydrogenase 3 (LOC101055579), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum cytokinin dehydrogenase 3 (LOC101055579), transcript variant X4, mRNAGO:0016021//integral component of membraneGO:0016614//oxidoreductase activity, acting on CH-OH group of donors;GO:0019139//cytokinin dehydrogenase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0009690//cytokinin metabolic processK00279//c
ytokinin
dehydroge
nase
[EC:1.5.9
9.12]

101259076 1144 1.81 0.66 -1.455452 6.64E-06 Down 1.89E-06 LOC101259076 PREDICTED: Solanum lycopersicum bidirectional sugar transporter NEC1 (LOC101259076), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0051119//sugar transmembrane transporter activityGO:0008643//carbohydrate transportK15382//s
olute
carrier
family 50
(sugar
transporte
r)

101253759 1811 50.75 18.51 -1.455103 3.46E-231 Down 5.12E-233 LOC101253759 PREDICTED: Solanum lycopersicum MLO-like protein 2 (LOC101253759), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum MLO-like protein 2 (LOC101253759), transcript variant X2, mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005516//calmodulin bindingGO:0006952//defense response;GO:0009607//response to biotic stimulusK08472//
mlo
protein

101257588 1908 13.15 4.81 -1.450954 8.42E-64 Down 3.81E-65 LOC101257588 PREDICTED: Solanum lycopersicum pectin acetylesterase 8-like (LOC101257588), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum pectin acetylesterase 8-like (LOC101257588), transcript variant X1, mRNAGO:0005618//cell wall;GO:0016021//integral component of membrane;GO:0005576//extracellular regionGO:0016787//hydrolase activityGO:0071555//cell wall organizationK19882//
O-
palmitole
oyl-L-
serine
hydrolase
[EC:3.1.1.
98]

101255907 573 9.26 3.39 -1.449727 6.95E-13 Down 1.16E-13 LOC101255907 PREDICTED: Solanum lycopersicum non-specific lipid-transfer protein 1-like (LOC101255907), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
101253729 966 1.96 0.72 -1.444785 2.14E-05 Down 6.42E-06 LOC101253729 PREDICTED: Solanum lycopersicum germin-like protein subfamily 1 member 14 (LOC101253729), mRNAGO:0005618//cell wall;GO:0005576//extracellular regionGO:0045735//nutrient reservoir activity;GO:0030145//manganese ion bindingNA K00384//t

hioredoxi
n
reductase
(NADPH)
[EC:1.8.1.
9]

101055581 1067 3.62 1.33 -1.444563 3.35E-11 Down 6.23E-12 LOC101055581 PREDICTED: Solanum lycopersicum Tau1 (LOC101055581), transcript variant X2, mRNA;Solanum lycopersicum Tau1 (LOC101055581), mRNA;PREDICTED: Solanum lycopersicum Tau1 (LOC101055581), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum Tau1 (LOC101055581), transcript variant X1, mRNANA NA NA K07199//
5'-AMP-
activated
protein
kinase,
regulatory
beta
subunit

101249954 965 12.7 4.67 -1.443334 6.05E-30 Down 5.14E-31 LOC101249954 PREDICTED: Solanum lycopersicum probable cytochrome P450 556A1 (LOC101249954), mRNANA NA NA NA
101244562 1041 2.66 0.98 -1.440573 1.77E-07 Down 4.37E-08 LOC101244562 PREDICTED: Solanum lycopersicum kunitz-type trypsin inhibitor alpha chain-like (LOC101244562), mRNANA GO:0004866//endopeptidase inhibitor activityNA NA
101260225 1524 1.49 0.55 -1.437809 2.51E-06 Down 6.88E-07 LOC101260225 PREDICTED: Solanum lycopersicum patatin-like protein 2 (LOC101260225), mRNAGO:0016020//membrane;GO:0005737//cytoplasmGO:0004620//phospholipase activity;GO:0016787//hydrolase activity;GO:0047372//acylglycerol lipase activityGO:0016042//lipid catabolic processK16815//c

alcium-
independe
nt
phospholi
pase A2-
gamma

101268129 1761 46.38 17.13 -1.436978 4.21E-201 Down 6.98E-203 NAOD Solanum lycopersicum N2-acetylornithine deacetylase (NAOD), mRNANA NA NA K01438//a
cetylornit
hine
deacetylas
e
[EC:3.5.1.
16]

101265482 1006 13.2 4.89 -1.432632 1.21E-30 Down 1.01E-31 LOC101265482 PREDICTED: Solanum lycopersicum uncharacterized LOC101265482 (LOC101265482), mRNAGO:0090575//RNA polymerase II transcription factor complexGO:0003677//DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006357//regulation of transcription from RNA polymerase II promoterNA
101262509 942 45.63 16.92 -1.431253 8.56E-102 Down 2.58E-103 LOC101262509 PREDICTED: Solanum lycopersicum PLAT domain-containing protein 2-like (LOC101262509), mRNAGO:0016021//integral component of membraneNA NA NA
104649135 480 35.1 13.02 -1.430742 2.31E-37 Down 1.65E-38 LOC104649135 PREDICTED: Solanum lycopersicum uncharacterized LOC104649135 (LOC104649135), mRNANA NA NA NA
101258004 1703 2.55 0.95 -1.424498 0.000992 Down 0.00037 LOC101258004 PREDICTED: Solanum lycopersicum translation initiation factor eIF-2B subunit beta (LOC101258004), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum translation initiation factor eIF-2B subunit beta (LOC101258004), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum translation initiation factor eIF-2B subunit beta (LOC101258004), transcript variant X2, mRNANA GO:0003743//translation initiation factor activityGO:0044237//cellular metabolic processK03754//t

ranslation
initiation
factor eIF-
2B
subunit
beta

101252465 834 321.13 120.2 -1.417721 0 Down 0 LOC101252465 PREDICTED: Solanum lycopersicum uncharacterized LOC101252465 (LOC101252465), mRNANA NA NA NA
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101266879 790 764.35 286.51 -1.415648 0 Down 0 LOC101266879 PREDICTED: Solanum lycopersicum non-specific lipid-transfer protein 2-like (LOC101266879), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
101245625 1209 1.36 0.51 -1.415037 0.000114 Down 3.75E-05 LOC101245625 PREDICTED: Solanum lycopersicum synaptotagmin-5-like (LOC101245625), mRNANA GO:0008289//lipid bindingNA NA
101254922 802 6.93 2.6 -1.414344 1.68E-13 Down 2.72E-14 LOC101254922 PREDICTED: Solanum lycopersicum DNA-directed RNA polymerase subunit beta' (LOC101254922), mRNANA NA NA K11804//

WD
repeat-
containing
protein
42A

101246932 2814 1.57 0.59 -1.411978 8.73E-13 Down 1.47E-13 LOC101246932 PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X9, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X10, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X12, misc_RNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X11, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X8, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X6, mRNAGO:0000783//nuclear telomere cap complexGO:0003691//double-stranded telomeric DNA bindingGO:0031627//telomeric loop formationK00430//
peroxidas
e
[EC:1.11.
1.7];K032
55//protei
n TIF31

101261722 3632 19.69 7.41 -1.409918 6.29E-175 Down 1.16E-176 LOC101261722 PREDICTED: Solanum lycopersicum alpha-aminoadipic semialdehyde synthase (LOC101261722), mRNAGO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004753//saccharopine dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0006091//generation of precursor metabolites and energy;GO:0019878//lysine biosynthetic process via aminoadipic acidK14157//a
lpha-
aminoadip
ic
semialdeh
yde
synthase
[EC:1.5.1.
8 1.5.1.9]

101255051 1012 16.39 6.17 -1.409473 4.45E-39 Down 3.06E-40 LOC101255051 PREDICTED: Solanum lycopersicum 3-oxo-5-alpha-steroid 4-dehydrogenase 1-like (LOC101255051), mRNAGO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016627//oxidoreductase activity, acting on the CH-CH group of donors;GO:0016491//oxidoreductase activityGO:0006629//lipid metabolic processK10258//
very-long-
chain
enoyl-
CoA
reductase
[EC:1.3.1.
93]

101250569 1429 1.46 0.55 -1.408465 8.05E-06 Down 2.32E-06 LOC101250569 PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase NPK1-like (LOC101250569), mRNAGO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascadeK04421//
mitogen-
activated
protein
kinase
kinase
kinase 3
[EC:2.7.1
1.25];K20
716//mito
gen-
activated
protein
kinase
kinase
kinase
17/18

101258706 2099 40.23 15.19 -1.40515 1.74E-202 Down 2.86E-204 LOC101258706 PREDICTED: Solanum lycopersicum protein DETOXIFICATION 46, chloroplastic-like (LOC101258706), mRNAGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0009941//chloroplast envelopeGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0009751//response to salicylic acid;GO:0009697//salicylic acid biosynthetic process;GO:0009624//response to nematode;GO:0042742//defense response to bacterium;GO:0045087//innate immune response;GO:0031348//negative regulation of defense responseK20456//
oxysterol-
binding
protein 1

101261765 1745 3.01 1.14 -1.40073 3.63E-13 Down 5.98E-14 LOC101261765 PREDICTED: Solanum lycopersicum cytochrome P450 98A3 (LOC101261765), mRNANA GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K09754//c
oumaroyl
quinate(co
umaroylsh
ikimate)
3'-
monooxy
genase
[EC:1.14.
13.36]

101245153 1741 7.52 2.85 -1.399771 1.10E-31 Down 8.98E-33 LOC101245153 PREDICTED: Solanum lycopersicum cytochrome P450 CYP736A12-like (LOC101245153), mRNAGO:0016020//membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK20562//
biphenyl-
4-
hydroxyla
se

101267355 3159 13.66 5.18 -1.398933 1.05E-103 Down 3.10E-105 LOC101267355 PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X1, mRNANA GO:0046983//protein dimerization activityNA K12126//
phytochro
me-
interactin
g factor 3

101246025 2172 8.78 3.34 -1.394373 3.16E-44 Down 1.97E-45 LOC101246025 PREDICTED: Solanum lycopersicum methyl-CpG-binding domain-containing protein 13 (LOC101246025), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum methyl-CpG-binding domain-containing protein 13 (LOC101246025), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum methyl-CpG-binding domain-containing protein 13 (LOC101246025), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum methyl-CpG-binding domain-containing protein 13 (LOC101246025), transcript variant X1, mRNAGO:0005634//nucleusGO:0003677//DNA bindingNA NA
101246381 848 147.06 56.02 -1.392391 6.24E-280 Down 7.69E-282 LOC101246381 Solanum lycopersicum pathogenesis-related protein STH-2-like (LOC101246381), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusK14496//a

bscisic
acid
receptor
PYR/PYL
family

101256767 1359 6.66 2.54 -1.390694 1.09E-21 Down 1.21E-22 LOC101256767 PREDICTED: Solanum lycopersicum delta(12)-fatty-acid desaturase FAD2-like (LOC101256767), mRNAGO:0016021//integral component of membraneGO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006629//lipid metabolic processK10256//
omega-6
fatty acid
desaturase
/ acyl-
lipid
omega-6
desaturase
(Delta-12
desaturase
)
[EC:1.14.
19.6
1.14.19.2
2]

101250515 1945 65.9 25.15 -1.38972 1.82E-305 Down 2.00E-307 SlADH12A1 Solanum lycopersicum probable aldehyde dehydrogenase (SlADH12A1), mRNANA GO:0016491//oxidoreductase activityNA K00294//
1-
pyrroline-
5-
carboxylat
e
dehydroge
nase
[EC:1.2.1.
88]

101260284 1631 9.94 3.8 -1.387246 2.20E-38 Down 1.53E-39 LOC101260284 PREDICTED: Solanum lycopersicum protein RETICULATA-RELATED 3, chloroplastic-like (LOC101260284), mRNAGO:0016021//integral component of membraneNA NA K01180//e
ndo-
1,3(4)-
beta-
glucanase
[EC:3.2.1.
6];K2195
2//CASK-
interactin
g protein

101267816 954 2.17 0.83 -1.386512 1.73E-05 Down 5.14E-06 LOC101267816 PREDICTED: Solanum lycopersicum uncharacterized LOC101267816 (LOC101267816), mRNANA NA NA NA
101248076 494 32.36 12.39 -1.385035 4.95E-34 Down 3.78E-35 LOC101248076 PREDICTED: Solanum lycopersicum uncharacterized LOC101248076 (LOC101248076), ncRNAGO:0016021//integral component of membraneNA NA NA
101266903 1499 6.12 2.35 -1.380871 3.17E-22 Down 3.46E-23 LOC101266903 PREDICTED: Solanum lycopersicum feruloyl CoA ortho-hydroxylase 2-like (LOC101266903), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum feruloyl CoA ortho-hydroxylase 2-like (LOC101266903), transcript variant X2, mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K06892//f

eruloyl-
CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]

101246328 2025 8.15 3.13 -1.380637 4.02E-39 Down 2.76E-40 LOC101246328 PREDICTED: Solanum lycopersicum alanine aminotransferase 2-like (LOC101246328), transcript variant X1, mRNA;Solanum lycopersicum alanine aminotransferase 2-like (LOC101246328), mRNA;PREDICTED: Solanum lycopersicum alanine aminotransferase 2-like (LOC101246328), transcript variant X2, mRNANA GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic processK00814//a
lanine
transamin
ase
[EC:2.6.1.
2]

101245159 759 5.33 2.05 -1.378512 1.06E-09 Down 2.19E-10 LOC101245159 PREDICTED: Solanum lycopersicum uncharacterized LOC101245159 (LOC101245159), mRNANA NA NA NA
101255829 941 6.7 2.58 -1.37679 7.90E-15 Down 1.19E-15 LOC101255829 PREDICTED: Solanum lycopersicum uncharacterized LOC101255829 (LOC101255829), mRNANA GO:0016787//hydrolase activityGO:0008152//metabolic processK07025//

putative
hydrolase
of the
HAD
superfami
ly

100134881 1613 2.49 0.96 -1.375039 5.52E-10 Down 1.12E-10 LOC100134881 Solanum lycopersicum uncharacterized LOC100134881 (LOC100134881), mRNANA NA NA K18081//
myotubul
arin-
related
protein
1/2
[EC:3.1.3.
64
3.1.3.95]

101255474 1366 21.6 8.33 -1.374643 1.24E-67 Down 5.39E-69 LOC101255474 PREDICTED: Solanum lycopersicum delta(12)-fatty-acid desaturase FAD2-like (LOC101255474), mRNAGO:0016021//integral component of membraneGO:0016717//oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of waterGO:0006629//lipid metabolic processK10256//
omega-6
fatty acid
desaturase
/ acyl-
lipid
omega-6
desaturase
(Delta-12
desaturase
)
[EC:1.14.
19.6
1.14.19.2
2]

101247196 1378 99.36 38.33 -1.374191 0 Down 0 LOC101247196 PREDICTED: Solanum lycopersicum bifunctional nuclease 1 (LOC101247196), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum bifunctional nuclease 1 (LOC101247196), transcript variant X2, mRNANA GO:0004518//nuclease activityNA K08999//
uncharact
erized
protein

101244900 2736 0.57 0.22 -1.373458 0.000188 Down 6.37E-05 LOC101244900 PREDICTED: Solanum lycopersicum uncharacterized LOC101244900 (LOC101244900), mRNAGO:0016021//integral component of membraneNA NA K01240//
uridine
nucleosid
ase
[EC:3.2.2.
3]

101262640 1161 4.89 1.89 -1.371448 1.53E-13 Down 2.46E-14 LOC101262640 PREDICTED: Solanum lycopersicum epoxide hydrolase 4 (LOC101262640), mRNANA GO:0016787//hydrolase activityNA NA
101246396 2154 12.62 4.88 -1.370759 3.25E-63 Down 1.49E-64 LOC101246396 Solanum lycopersicum alpha-dioxygenase 1-like (LOC101246396), mRNANA GO:0020037//heme binding;GO:0004601//peroxidase activity;GO:0051213//dioxygenase activityGO:0006979//response to oxidative stressK10529//a

lpha-
dioxygena
se [EC:1.-
.-.-]

101258987 950 3.98 1.54 -1.369838 1.57E-09 Down 3.30E-10 LOC101258987 Solanum lycopersicum L-ascorbate peroxidase 2, cytosolic (LOC101258987), mRNAGO:0009507//chloroplastGO:0020037//heme binding;GO:0016688//L-ascorbate peroxidase activity;GO:0004601//peroxidase activity;GO:0004130//cytochrome-c peroxidase activityGO:0006979//response to oxidative stress;GO:0034599//cellular response to oxidative stress;GO:0042744//hydrogen peroxide catabolic process;GO:0000302//response to reactive oxygen speciesK00434//
L-
ascorbate
peroxidas
e
[EC:1.11.
1.11]

101268143 704 52.81 20.47 -1.3673 3.14E-80 Down 1.16E-81 LOC101268143 PREDICTED: Solanum lycopersicum sigma factor binding protein 1, chloroplastic (LOC101268143), mRNANA NA NA NA
101249960 1658 40.32 15.63 -1.367178 2.67E-155 Down 5.47E-157 LOC101249960 PREDICTED: Solanum lycopersicum putative glucose-6-phosphate 1-epimerase (LOC101249960), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum putative glucose-6-phosphate 1-epimerase (LOC101249960), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum putative glucose-6-phosphate 1-epimerase (LOC101249960), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum putative glucose-6-phosphate 1-epimerase (LOC101249960), transcript variant X4, mRNANA GO:0030246//carbohydrate binding;GO:0047938//glucose-6-phosphate 1-epimerase activityGO:0005975//carbohydrate metabolic processK01792//

glucose-6-
phosphate
1-
epimerase
[EC:5.1.3.
15]

101251368 2471 10.57 4.1 -1.36628 9.02E-61 Down 4.26E-62 LOC101251368 PREDICTED: Solanum lycopersicum protein ECERIFERUM 3 (LOC101251368), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum protein ECERIFERUM 3 (LOC101251368), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum protein ECERIFERUM 3 (LOC101251368), transcript variant X3, mRNAGO:0016021//integral component of membraneGO:0005506//iron ion binding;GO:0016491//oxidoreductase activityGO:0008610//lipid biosynthetic processK15404//a
ldehyde
decarbony
lase
[EC:4.1.9
9.5]

101264731 1798 16.44 6.39 -1.363322 7.45E-68 Down 3.23E-69 LOC101264731 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-12-like (LOC101264731), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-12-like (LOC101264731), transcript variant X2, mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityNA K09338//
homeobox-
leucine
zipper
protein

101266146 923 33.83 13.15 -1.36324 7.01E-69 Down 2.99E-70 LOC101266146 PREDICTED: Solanum lycopersicum thaumatin-like protein (LOC101266146), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101265980 1037 21.45 8.37 -1.357678 4.23E-50 Down 2.35E-51 LOC101265980 PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-10-like (LOC101265980), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-10-like (LOC101265980), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-10-like (LOC101265980), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum nuclear transcription factor Y subunit A-10-like (LOC101265980), transcript variant X4, mRNANA GO:0003700//DNA binding transcription factor activityNA K08064//
nuclear
transcripti
on factor
Y, alpha

101244665 1559 5.53 2.16 -1.356248 2.49E-19 Down 3.03E-20 LOC101244665 PREDICTED: Solanum lycopersicum uncharacterized LOC101244665 (LOC101244665), mRNANA NA NA K15631//
molybden
um
cofactor
sulfurtran
sferase
[EC:2.8.1.
9]

101249528 1168 1.51 0.59 -1.355762 9.75E-05 Down 3.18E-05 LOC101249528 PREDICTED: Solanum lycopersicum zingipain-2-like (LOC101249528), mRNAGO:0005615//extracellular space;GO:0005764//lysosomeGO:0008234//cysteine-type peptidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic processK13441//c
ysteine
protease;
K01365//c
athepsin L
[EC:3.4.2
2.15]
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101250559 1690 8.87 3.47 -1.353998 2.55E-34 Down 1.93E-35 LOC101250559 PREDICTED: Solanum lycopersicum cytochrome P450 81D1-like (LOC101250559), mRNAGO:0016020//membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0098542//defense response to other organism;GO:0044550//secondary metabolite biosynthetic process;GO:0042343//indole glucosinolate metabolic processK07418//c
ytochrom
e P450
family 2
subfamily
J
[EC:1.14.
14.1];K13
260//isofl
avone 2'-
hydroxyla
se
[EC:1.14.
13.89];K0
0512//ster
oid
17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2]

101254322 2448 38 14.93 -1.347785 1.69E-210 Down 2.68E-212 LOC101254322 PREDICTED: Solanum lycopersicum subtilisin-like protease SBT1.7 (LOC101254322), mRNANA GO:0004252//serine-type endopeptidase activityNA K12619//
5'-3'
exoribonu
clease 2
[EC:3.1.1
3.-
];K13199/
/plasmino
gen
activator
inhibitor 1
RNA-
binding
protein;K
15333//tR
NA
guanosine-
2'-O-
methyltra
nsferase
[EC:2.1.1.
34];K145
68//rRNA
small
subunit
pseudouri
dine
methyltra
nsferase
Nep1
[EC:2.1.1.
260]

101251255 1263 3.93 1.55 -1.342261 1.11E-11 Down 1.99E-12 LOC101251255 Solanum lycopersicum 1-aminocyclopropane-1-carboxylate oxidase (LOC101251255), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityGO:0009693//ethylene biosynthetic processK05933//a
minocyclo
propaneca
rboxylate
oxidase
[EC:1.14.
17.4]

101263630 770 89.61 35.6 -1.331782 6.97E-144 Down 1.55E-145 LOC101263630 PREDICTED: Solanum lycopersicum homeobox-leucine zipper protein ATHB-7-like (LOC101263630), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityNA K09338//
homeobox-
leucine
zipper
protein

101262584 864 16.92 6.73 -1.330051 2.42E-31 Down 1.99E-32 LOC101262584 PREDICTED: Solanum lycopersicum CASP-like protein 2B1 (LOC101262584), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0051536//iron-sulfur cluster bindingNA NA
104649031 1266 2.01 0.8 -1.329124 1.21E-05 Down 3.53E-06 LOC104649031 PREDICTED: Solanum lycopersicum uncharacterized LOC104649031 (LOC104649031), ncRNANA NA NA NA
101245158 1083 9.39 3.74 -1.328087 1.43E-22 Down 1.54E-23 LOC101245158 PREDICTED: Solanum lycopersicum uncharacterized LOC101245158 (LOC101245158), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101245158 (LOC101245158), transcript variant X2, mRNAGO:0016021//integral component of membraneNA NA NA
101266972 902 8.69 3.47 -1.324421 3.70E-17 Down 4.96E-18 LOC101266972 PREDICTED: Solanum lycopersicum probable glutathione S-transferase (LOC101266972), mRNAGO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0009407//toxin catabolic processK00799//

glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101263489 1637 23.72 9.48 -1.323145 1.51E-84 Down 5.34E-86 LOC101263489 PREDICTED: Solanum lycopersicum zinc finger CCCH domain-containing protein 20 (LOC101263489), mRNANA GO:0046872//metal ion bindingNA K15172//t
ranscripti
on
elongation
factor
SPT5;K07
560//D-
tyrosyl-
tRNA(Tyr
)
deacylase
[EC:3.1.-.-
]

101263945 1478 1.1 0.44 -1.321928 0.000221 Down 7.58E-05 LOC101263945 PREDICTED: Solanum lycopersicum probable methyltransferase PMT19 (LOC101263945), mRNAGO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0032259//methylationNA
101262912 1841 181.86 72.87 -1.319431 0 Down 0 LOC101262912 PREDICTED: Solanum lycopersicum serine decarboxylase (LOC101262912), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum serine decarboxylase (LOC101262912), transcript variant X1, mRNAGO:0005829//cytosol;GO:0005886//plasma membraneGO:0016831//carboxy-lyase activity;GO:0030170//pyridoxal phosphate bindingGO:0019752//carboxylic acid metabolic process;GO:0006580//ethanolamine metabolic processK01590//

histidine
decarboxy
lase
[EC:4.1.1.
22]

543986 1205 202.05 80.97 -1.319253 0 Down 0 LOC543986 Solanum lycopersicum beta-1,3-glucanase (LOC543986), mRNAGO:0005615//extracellular space;GO:0046658//anchored component of plasma membraneGO:0042973//glucan endo-1,3-beta-D-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030247//polysaccharide bindingGO:0006952//defense response;GO:0005975//carbohydrate metabolic processK19891//
glucan
endo-1,3-
beta-
glucosidas
e 1/2/3
[EC:3.2.1.
39]

101257330 1941 5.8 2.33 -1.315723 5.03E-25 Down 4.93E-26 LOC101257330 PREDICTED: Solanum lycopersicum UDP-glycosyltransferase 91C1-like (LOC101257330), mRNAGO:0043231//intracellular membrane-bounded organelle;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK18823//s
oyasaponi
n III
rhamnosyl
transferas
e
[EC:2.4.1.
273]

101255324 1070 66.88 26.9 -1.313969 3.96E-150 Down 8.41E-152 LOC101255324 PREDICTED: Solanum lycopersicum uncharacterized LOC101255324 (LOC101255324), mRNAGO:0016021//integral component of membraneNA NA NA
101255164 2189 5.19 2.09 -1.312232 2.61E-25 Down 2.53E-26 LOC101255164 PREDICTED: Solanum lycopersicum heat shock cognate 70 kDa protein (LOC101255164), mRNANA GO:0005524//ATP bindingNA K03283//

heat
shock
70kDa
protein
1/2/6/8

101260130 1258 2.18 0.88 -1.308753 1.35E-06 Down 3.60E-07 LOC101260130 PREDICTED: Solanum lycopersicum protein EXORDIUM-like (LOC101260130), mRNANA NA NA K14299//
nucleopor
in SEH1

101245781 671 89.45 36.12 -1.308284 3.99E-120 Down 1.07E-121 LOC101245781 PREDICTED: Solanum lycopersicum kirola-like (LOC101245781), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101261835 2011 55.47 22.4 -1.308209 2.85E-230 Down 4.25E-232 LOC101261835 PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum probable protein phosphatase 2C 6 (LOC101261835), transcript variant X2, mRNANA GO:0046872//metal ion binding;GO:0004722//protein serine/threonine phosphatase activityNA K14497//

protein
phosphata
se 2C
[EC:3.1.3.
16]

543645 1261 10.85 4.4 -1.30212 1.89E-29 Down 1.63E-30 LOC543645 Solanum lycopersicum dicyanin (LOC543645), mRNANA GO:0009055//electron transfer activityNA NA
543815 838 61.25 24.87 -1.300303 2.64E-104 Down 7.78E-106 LOC543815 Solanum lycopersicum uncharacterized LOC543815 (LOC543815), mRNAGO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0009407//toxin catabolic processK00799//

glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101266721 2134 20.42 8.3 -1.2988 4.57E-93 Down 1.48E-94 LOC101266721 PREDICTED: Solanum lycopersicum ninja-family protein AFP3 (LOC101266721), mRNANA NA GO:0007165//signal transductionK05747//
Wiskott-
Aldrich
syndrome
protein

101260687 1011 2.16 0.88 -1.295456 2.81E-05 Down 8.56E-06 LOC101260687 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL78-like (LOC101260687), mRNAGO:0016021//integral component of membraneGO:0061630//ubiquitin protein ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK19040//
E3
ubiquitin-
protein
ligase
ATL10/75
/76/77/78
[EC:2.3.2.
27]

543731 2853 27.64 11.27 -1.29427 1.05E-167 Down 2.01E-169 sus3 PREDICTED: Solanum lycopersicum sucrose synthase (sus3), transcript variant X1, mRNA;Solanum lycopersicum sucrose synthase (sus3), transcript variant 1, mRNA;Solanum lycopersicum sucrose synthase (sus3), transcript variant 3, mRNA;Solanum lycopersicum sucrose synthase (sus3), transcript variant 4, mRNA;Solanum lycopersicum sucrose synthase (sus3), transcript variant 2, mRNANA GO:0016157//sucrose synthase activityGO:0005985//sucrose metabolic processK00695//s
ucrose
synthase
[EC:2.4.1.
13]

100134914 2589 4.19 1.71 -1.292954 8.73E-24 Down 8.94E-25 HSP70 Solanum lycopersicum heat shock protein 70 (HSP70), mRNANA GO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK03283//
heat
shock
70kDa
protein
1/2/6/8

101259953 614 8.93 3.65 -1.290764 1.94E-11 Down 3.54E-12 LOC101259953 PREDICTED: Solanum lycopersicum uncharacterized LOC101259953 (LOC101259953), mRNANA NA NA NA
101254669 1686 4.45 1.82 -1.289867 1.88E-16 Down 2.60E-17 LOC101254669 PREDICTED: Solanum lycopersicum cytochrome P450 CYP736A12 (LOC101254669), mRNAGO:0016020//membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK20562//

biphenyl-
4-
hydroxyla
se

101248118 1371 20.65 8.46 -1.287412 8.56E-50 Down 4.78E-51 LOC101248118 PREDICTED: Solanum lycopersicum uncharacterized LOC101248118 (LOC101248118), mRNANA NA NA K07305//
peptide-
methionin
e (R)-S-
oxide
reductase
[EC:1.8.4.
12];K130
65//shiki
mate O-
hydroxyci
nnamoyltr
ansferase
[EC:2.3.1.
133];K01
025//sulfo
transferas
e
[EC:2.8.2.-
];K13420/
/LRR
receptor-
like
serine/thre
onine-
protein
kinase
FLS2
[EC:2.7.1
1.1];K186
60//malon
yl-
CoA/meth
ylmalonyl-
CoA
synthetase
[EC:6.2.1.-
]

101265425 794 5.07 2.08 -1.285402 7.61E-09 Down 1.68E-09 LOC101265425 PREDICTED: Solanum lycopersicum universal stress protein PHOS32 (LOC101265425), mRNAGO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0043621//protein self-associationGO:0006950//response to stressNA
101246536 1893 0.9 0.37 -1.2824 0.000235 Down 8.09E-05 LOC101246536 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At2g21090-like (LOC101246536), mRNANA NA NA K15271//

ATP-
dependent
DNA
helicase
HFM1/M
ER3
[EC:3.6.4.
12]

108511945 856 45.82 18.86 -1.280648 2.66E-78 Down 1.01E-79 ERF5 Solanum lycopersicum ethylene response factor 5 (ERF5), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

544204 1849 74.56 30.7 -1.280163 5.82E-287 Down 6.90E-289 AREB PREDICTED: Solanum lycopersicum AREB-like protein (AREB), transcript variant X1, mRNA;Solanum lycopersicum AREB-like protein (AREB), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K14432//
ABA
responsiv
e element
binding
factor

101254813 520 29.93 12.36 -1.275914 1.48E-29 Down 1.27E-30 LOC101254813 PREDICTED: Solanum lycopersicum uncharacterized LOC101254813 (LOC101254813), mRNANA NA NA NA
101267720 2695 0.75 0.31 -1.274622 3.90E-05 Down 1.21E-05 LOC101267720 PREDICTED: Solanum lycopersicum sucrose synthase-like (LOC101267720), mRNANA GO:0016157//sucrose synthase activityGO:0005985//sucrose metabolic processK00695//s

ucrose
synthase
[EC:2.4.1.
13]

101250923 1335 3 1.24 -1.274622 6.36E-09 Down 1.40E-09 LOC101250923 PREDICTED: Solanum lycopersicum EID1-like F-box protein 3 (LOC101250923), mRNANA NA NA NA
101251700 1193 12.29 5.08 -1.274585 2.92E-30 Down 2.46E-31 LOC101251700 PREDICTED: Solanum lycopersicum probable carboxylesterase 120 (LOC101251700), mRNANA GO:0016787//hydrolase activityGO:0008152//metabolic process;GO:0009056//catabolic processK14493//

gibberelli
n receptor
GID1
[EC:3.-.-.-
];K07874/
/Ras-
related
protein
Rab-1A

101249565 2082 4.77 1.98 -1.268489 4.23E-21 Down 4.79E-22 LOC101249565 PREDICTED: Solanum lycopersicum abscisic acid 8'-hydroxylase 1 (LOC101249565), mRNANA GO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0010268//brassinosteroid homeostasis;GO:0007275//multicellular organism development;GO:0016132//brassinosteroid biosynthetic process;GO:0016125//sterol metabolic process;GO:0009687//abscisic acid metabolic processK09843//(
+)-
abscisic
acid 8'-
hydroxyla
se
[EC:1.14.
13.93]

101268013 1862 29.33 12.18 -1.267863 6.28E-112 Down 1.74E-113 LOC101268013 PREDICTED: Solanum lycopersicum cytochrome P450 CYP72A219-like (LOC101268013), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K07428//c
ytochrom
e P450
family 4
subfamily
X
[EC:1.14.
14.1]
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101268294 1669 21.25 8.83 -1.266977 1.63E-72 Down 6.66E-74 LOC101268294 PREDICTED: Solanum lycopersicum BTB/POZ domain-containing protein At1g55760 (LOC101268294), mRNAGO:0005737//cytoplasm;GO:0019005//SCF ubiquitin ligase complexGO:0031625//ubiquitin protein ligase bindingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030162//regulation of proteolysis;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK10523//s
peckle-
type POZ
protein

101262624 1370 1.13 0.47 -1.26559 0.000581 Down 0.00021 LOC101262624 PREDICTED: Solanum lycopersicum protein STRICTOSIDINE SYNTHASE-LIKE 3-like (LOC101262624), partial mRNANA GO:0016844//strictosidine synthase activityGO:0009058//biosynthetic processK21407//a
dipocyte
plasma
membrane-
associated
protein

101260177 4464 1.13 0.47 -1.26559 3.30E-11 Down 6.15E-12 LOC101260177 PREDICTED: Solanum lycopersicum pleiotropic drug resistance protein 1 (LOC101260177), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0006810//transportK05681//
ATP-
binding
cassette,
subfamily
G
(WHITE),
member 2

101243932 733 12.21 5.08 -1.265163 7.24E-18 Down 9.41E-19 LOC101243932 PREDICTED: Solanum lycopersicum uncharacterized protein At4g14450, chloroplastic-like (LOC101243932), mRNANA NA NA NA
101255139 1714 30.79 12.82 -1.264066 2.49E-107 Down 7.16E-109 LOC101255139 PREDICTED: Solanum lycopersicum sugar transporter ERD6-like 5 (LOC101255139), mRNAGO:0016021//integral component of membraneNA NA K08145//

MFS
transporte
r, SP
family,
solute
carrier
family 2
(facilitate
d glucose
transporte
r),
member 8

104644746 920 5.21 2.17 -1.263588 2.24E-10 Down 4.41E-11 LOC104644746 PREDICTED: Solanum lycopersicum uncharacterized LOC104644746 (LOC104644746), mRNANA NA NA NA
101260643 4547 7.31 3.05 -1.261062 1.91E-69 Down 8.06E-71 LOC101260643 PREDICTED: Solanum lycopersicum pleiotropic drug resistance protein 1-like (LOC101260643), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0016887//ATPase activityGO:0006810//transportK05681//

ATP-
binding
cassette,
subfamily
G
(WHITE),
member 2

101250797 1076 3.66 1.53 -1.258312 1.42E-08 Down 3.20E-09 LOC101250797 PREDICTED: Solanum lycopersicum zinc finger protein 6 (LOC101250797), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K10773//e
ndonuclea
se III
[EC:4.2.9
9.18]

101254884 755 6.3 2.64 -1.254814 7.34E-10 Down 1.50E-10 LOC101254884 PREDICTED: Solanum lycopersicum zinc finger protein ZAT10-like (LOC101254884), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K05747//
Wiskott-
Aldrich
syndrome
protein

101245324 1627 1.19 0.5 -1.250962 8.73E-05 Down 2.83E-05 LOC101245324 PREDICTED: Solanum lycopersicum GABA transporter 1 (LOC101245324), mRNAGO:0016021//integral component of membraneNA NA K14209//s
olute
carrier
family 36
(proton-
coupled
amino
acid
transporte
r);K15015
//solute
carrier
family 32
(vesicular
inhibitory
amino
acid
transporte
r)

101268010 1409 3.4 1.43 -1.24952 2.74E-10 Down 5.44E-11 LOC101268010 PREDICTED: Solanum lycopersicum transcription factor JUNGBRUNNEN 1-like (LOC101268010), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcription factor JUNGBRUNNEN 1-like (LOC101268010), transcript variant X2, mRNANA NA NA K13126//
polyadeny
late-
binding
protein;K
03094//S-
phase
kinase-
associated
protein 1

104647874 580 12.63 5.32 -1.247356 3.80E-14 Down 5.95E-15 LOC104647874 PREDICTED: Solanum lycopersicum uncharacterized LOC104647874 (LOC104647874), mRNAGO:0016021//integral component of membraneNA NA NA
101247545 4612 3.48 1.47 -1.243271 2.59E-33 Down 2.01E-34 LOC101247545 PREDICTED: Solanum lycopersicum pleiotropic drug resistance protein 1-like (LOC101247545), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0016887//ATPase activityGO:0006810//transportK05681//

ATP-
binding
cassette,
subfamily
G
(WHITE),
member 2

101258887 1257 25.06 10.62 -1.238603 2.28E-61 Down 1.07E-62 LOC101258887 PREDICTED: Solanum lycopersicum expansin-like B1 (LOC101258887), mRNAGO:0005576//extracellular regionNA NA K20628//e
xpansin101249973 951 46.53 19.77 -1.234848 2.44E-84 Down 8.65E-86 LOC101249973 PREDICTED: Solanum lycopersicum NDR1/HIN1-Like protein 3-like (LOC101249973), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum NDR1/HIN1-Like protein 3-like (LOC101249973), transcript variant X2, mRNAGO:0009506//plasmodesma;GO:0016021//integral component of membrane;GO:0046658//anchored component of plasma membraneGO:0004871//signal transducer activityGO:0006952//defense responseNA

101266533 733 37.18 15.8 -1.234602 8.01E-51 Down 4.39E-52 LOC101266533 PREDICTED: Solanum lycopersicum calcium-binding protein PBP1-like (LOC101266533), mRNANA GO:0005509//calcium ion bindingNA K16465//c
entrin-1101262714 1249 1.6 0.68 -1.234465 0.0001 Down 3.28E-05 LOC101262714 PREDICTED: Solanum lycopersicum uncharacterized LOC101262714 (LOC101262714), mRNANA NA NA NA

101265748 1745 3.08 1.31 -1.233364 2.87E-11 Down 5.32E-12 LOC101265748 PREDICTED: Solanum lycopersicum IQ domain-containing protein IQM4-like (LOC101265748), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum IQ domain-containing protein IQM4-like (LOC101265748), transcript variant X2, mRNANA NA NA K01214//i
soamylase
[EC:3.2.1.
68];K068
92//ferulo
yl-CoA
ortho-
hydroxyla
se
[EC:1.14.
11.-]

101246876 1745 9.49 4.04 -1.232053 5.79E-33 Down 4.55E-34 LOC101246876 PREDICTED: Solanum lycopersicum ammonium transporter 2 (LOC101246876), mRNAGO:0016021//integral component of membraneGO:0008519//ammonium transmembrane transporter activityNA K03320//a
mmonium
transporte
r, Amt
family

101260481 2158 49.95 21.34 -1.226925 1.79E-210 Down 2.85E-212 LOC101260481 PREDICTED: Solanum lycopersicum probable zinc metallopeptidase EGY3, chloroplastic (LOC101260481), mRNAGO:0016021//integral component of membraneNA GO:0009644//response to high light intensity;GO:0042542//response to hydrogen peroxide;GO:0009408//response to heatNA
101268009 910 11.97 5.12 -1.225207 1.59E-25 Down 1.53E-26 LOC101268009 PREDICTED: Solanum lycopersicum BI1-like protein (LOC101268009), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum BI1-like protein (LOC101268009), transcript variant X2, mRNAGO:0016021//integral component of membraneNA NA K06890//

uncharact
erized
protein

101262527 1202 47.39 20.28 -1.224525 2.46E-108 Down 7.00E-110 LOC101262527 PREDICTED: Solanum lycopersicum uncharacterized LOC101262527 (LOC101262527), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101262527 (LOC101262527), transcript variant X2, mRNAGO:0045263//proton-transporting ATP synthase complex, coupling factor F(o)GO:0015078//hydrogen ion transmembrane transporter activityGO:0015986//ATP synthesis coupled proton transportK13153//
U11/U12
small
nuclear
ribonucle
oprotein
25 kDa
protein

101252269 1092 13.15 5.63 -1.223856 1.16E-27 Down 1.05E-28 LOC101252269 PREDICTED: Solanum lycopersicum cucumber peeling cupredoxin-like (LOC101252269), mRNAGO:0046658//anchored component of plasma membraneGO:0009055//electron transfer activityNA K03006//
DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6]

101266245 938 84.18 36.06 -1.223078 5.41E-147 Down 1.18E-148 LOC101266245 PREDICTED: Solanum lycopersicum tyramine N-feruloyltransferase 4/11-like (LOC101266245), mRNAGO:0009507//chloroplastGO:0050366//tyramine N-feruloyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006591//ornithine metabolic processK22246//t
yramine
N-
feruloyltra
nsferase
[EC:2.3.1.
110]

101249488 775 11.4 4.89 -1.221127 6.31E-17 Down 8.56E-18 LOC101249488 PREDICTED: Solanum lycopersicum uncharacterized LOC101249488 (LOC101249488), mRNANA NA NA NA
101257929 744 120.61 51.77 -1.220161 4.11E-163 Down 8.04E-165 LOC101257929 PREDICTED: Solanum lycopersicum dormancy-associated protein 1 (LOC101257929), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum dormancy-associated protein 1 (LOC101257929), transcript variant X2, mRNANA NA NA NA
101244335 1010 1.91 0.82 -1.219877 0.000176 Down 5.94E-05 LOC101244335 PREDICTED: Solanum lycopersicum LOB domain-containing protein 40 (LOC101244335), mRNANA NA NA K13945//

LOB
domain-
containing
protein 29

101256273 1953 7.38 3.17 -1.219138 6.26E-29 Down 5.48E-30 LOC101256273 PREDICTED: Solanum lycopersicum programmed cell death protein 4-like (LOC101256273), mRNANA NA NA K16865//
programm
ed cell
death
protein 4

101266149 896 2 0.86 -1.217591 0.000341 Down 0.00012 LOC101266149 PREDICTED: Solanum lycopersicum probable glutathione S-transferase (LOC101266149), mRNAGO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0009407//toxin catabolic processK00799//
glutathion
e S-
transferas
e
[EC:2.5.1.
18]

101243709 2240 2.09 0.9 -1.215506 6.34E-10 Down 1.29E-10 LOC101243709 PREDICTED: Solanum lycopersicum LEAF RUST 10 DISEASE-RESISTANCE LOCUS RECEPTOR-LIKE PROTEIN KINASE-like 2.1 (LOC101243709), mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0004672//protein kinase activityNA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101257491 2571 15.6 6.72 -1.215013 7.19E-78 Down 2.74E-79 LOC101257491 PREDICTED: Solanum lycopersicum ankyrin repeat-containing protein At5g02620 (LOC101257491), mRNAGO:0016021//integral component of membraneNA NA K15503//s
erine/thre
onine-
protein
phosphata
se 6
regulatory
ankyrin
repeat
subunit
B;K01184
//polygala
cturonase
[EC:3.2.1.
15]

101244959 2087 21.8 9.4 -1.213595 1.27E-87 Down 4.31E-89 LOC101244959 PREDICTED: Solanum lycopersicum peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase A-like (LOC101244959), mRNANA NA NA K01599//
uroporphy
rinogen
decarboxy
lase
[EC:4.1.1.
37]

101265813 989 5.35 2.31 -1.211646 1.40E-10 Down 2.72E-11 LOC101265813 PREDICTED: Solanum lycopersicum uncharacterized LOC101265813 (LOC101265813), mRNANA NA NA NA
101263832 1799 0.9 0.39 -1.206451 0.000755 Down 0.000277 LOC101263832 PREDICTED: Solanum lycopersicum serine/threonine-protein kinase At5g01020 (LOC101263832), mRNAGO:0005886//plasma membraneGO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004675//transmembrane receptor protein serine/threonine kinase activityGO:0006468//protein phosphorylation;GO:0007166//cell surface receptor signaling pathwayK04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101249525 1359 4.52 1.96 -1.205469 3.10E-12 Down 5.38E-13 LOC101249525 PREDICTED: Solanum lycopersicum uncharacterized acetyltransferase At3g50280-like (LOC101249525), mRNANA GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsNA K19747//
BAHD
acyltransf
erase
[EC:2.3.1.-
]

101249743 1531 4.77 2.07 -1.204358 2.01E-14 Down 3.09E-15 LOC101249743 PREDICTED: Solanum lycopersicum cytochrome b561 and DOMON domain-containing protein At5g47530 (LOC101249743), mRNAGO:0016021//integral component of membraneNA GO:0055114//oxidation-reduction processNA
543895 2164 0.99 0.43 -1.203092 5.91E-05 Down 1.88E-05 LOC543895 Solanum lycopersicum alpha-DOX1 (LOC543895), mRNANA GO:0020037//heme binding;GO:0004601//peroxidase activity;GO:0051213//dioxygenase activityGO:0006979//response to oxidative stressK10529//a

lpha-
dioxygena
se [EC:1.-
.-.-]
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101265590 1068 108.68 47.37 -1.198041 6.70E-211 Down 1.06E-212 LOC101265590 PREDICTED: Solanum lycopersicum nicotinamidase 1 (LOC101265590), mRNAGO:0005737//cytoplasmGO:0008936//nicotinamidase activity;GO:0003824//catalytic activityGO:0006769//nicotinamide metabolic process;GO:0008152//metabolic processNA
101268197 1268 1.53 0.67 -1.191299 0.0002 Down 6.80E-05 LOC101268197 PREDICTED: Solanum lycopersicum hydroxyproline O-galactosyltransferase GALT2 (LOC101268197), mRNAGO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0008378//galactosyltransferase activityGO:0006486//protein glycosylationK20843//

hydroxypr
oline O-
galactosyl
transferas
e
2/3/4/5/6
[EC:2.4.1.-
];K00734/
/galactosy
lxylosylpr
otein 3-
beta-
galactosyl
transferas
e
[EC:2.4.1.
134]

101265690 986 25.78 11.29 -1.191207 3.97E-46 Down 2.39E-47 LOC101265690 PREDICTED: Solanum lycopersicum caffeoyl-CoA O-methyltransferase (LOC101265690), mRNANA GO:0046872//metal ion binding;GO:0008171//O-methyltransferase activity;GO:0042409//caffeoyl-CoA O-methyltransferase activityGO:0009809//lignin biosynthetic processK00588//c
affeoyl-
CoA O-
methyltra
nsferase
[EC:2.1.1.
104]

101268222 2093 10.04 4.4 -1.190184 1.22E-39 Down 8.32E-41 LOC101268222 PREDICTED: Solanum lycopersicum uncharacterized LOC101268222 (LOC101268222), mRNANA NA NA NA
100736441 1361 203.2 89.06 -1.190051 0 Down 0 LOC100736441 Solanum lycopersicum BURP domain-containing protein (LOC100736441), mRNAGO:0005768//endosome;GO:0005802//trans-Golgi networkNA GO:0009651//response to salt stressK06699//

proteasom
e activator
subunit
4;K12472
//epiderm
al growth
factor
receptor
substrate
15

101256484 833 2.21 0.97 -1.18799 0.000387 Down 0.000137 LOC101256484 PREDICTED: Solanum lycopersicum uncharacterized protein At1g66480-like (LOC101256484), mRNANA NA NA K21373//
7-
deoxyloga
netic acid
glucosyltr
ansferase
[EC:2.4.1.
323]

101251778 700 3.98 1.75 -1.185414 1.17E-05 Down 3.40E-06 LOC101251778 Solanum lycopersicum WRKY DNA binding protein 1 (LOC101251778), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK18835//
WRKY
transcripti
on factor
2

101261506 2383 3.16 1.39 -1.18484 8.32E-14 Down 1.32E-14 LOC101261506 PREDICTED: Solanum lycopersicum uncharacterized LOC101261506 (LOC101261506), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101261506 (LOC101261506), transcript variant X1, mRNANA NA GO:0006353//DNA-templated transcription, terminationNA
101265775 1049 49.41 21.75 -1.183788 1.19E-92 Down 3.85E-94 LOC101265775 PREDICTED: Solanum lycopersicum early nodulin-like protein 2 (LOC101265775), mRNAGO:0016021//integral component of membraneGO:0009055//electron transfer activityNA K03006//

DNA-
directed
RNA
polymeras
e II
subunit
RPB1
[EC:2.7.7.
6];K0043
0//peroxid
ase
[EC:1.11.
1.7]

101246190 1233 5.29 2.33 -1.182938 1.69E-12 Down 2.89E-13 LOC101246190 PREDICTED: Solanum lycopersicum hyoscyamine 6-dioxygenase-like (LOC101246190), mRNANA GO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K18054//
2'-
deoxymug
ineic-acid
2'-
dioxygena
se /
mugineic-
acid 3-
dioxygena
se
[EC:1.14.
11.24
1.14.11.2
5]

104648182 3157 1.18 0.52 -1.182203 5.06E-05 Down 1.59E-05 LOC104648182 PREDICTED: Solanum lycopersicum uncharacterized LOC104648182 (LOC104648182), mRNANA GO:0003676//nucleic acid bindingGO:0015074//DNA integrationK12447//
UDP-
sugar
pyrophosp
horylase
[EC:2.7.7.
64]

101261429 1607 8.94 3.94 -1.182079 3.82E-27 Down 3.51E-28 LOC101261429 PREDICTED: Solanum lycopersicum bifunctional riboflavin kinase/FMN phosphatase-like (LOC101261429), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum bifunctional riboflavin kinase/FMN phosphatase-like (LOC101261429), transcript variant X2, mRNANA GO:0016787//hydrolase activity;GO:0008531//riboflavin kinase activityGO:0009231//riboflavin biosynthetic processK20884//r
iboflavin
kinase /
FMN
hydrolase
[EC:2.7.1.
26
3.1.3.102]

101256961 2797 4.17 1.84 -1.180342 5.22E-21 Down 5.94E-22 LOC101256961 PREDICTED: Solanum lycopersicum diacylglycerol kinase 1-like (LOC101256961), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum diacylglycerol kinase 1-like (LOC101256961), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum diacylglycerol kinase 1-like (LOC101256961), transcript variant X2, mRNAGO:0005622//intracellular;GO:0016021//integral component of membraneGO:0004143//diacylglycerol kinase activity;GO:0003951//NAD+ kinase activity;GO:0005524//ATP bindingGO:0007205//protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0035556//intracellular signal transductionK00901//
diacylglyc
erol
kinase
(ATP)
[EC:2.7.1.
107]

543963 714 14.98 6.61 -1.180315 4.31E-19 Down 5.30E-20 RSI-1 Solanum lycopersicum protein RSI-1 (RSI-1), mRNAGO:0009506//plasmodesma;GO:0005576//extracellular regionNA GO:0009751//response to salicylic acid;GO:0010286//heat acclimationK03860//
phosphati
dylinosito
l glycan,
class Q

101251958 1529 1.11 0.49 -1.179706 0.000541 Down 0.000195 LOC101251958 PREDICTED: Solanum lycopersicum RING-H2 finger protein ATL3-like (LOC101251958), mRNAGO:0016021//integral component of membraneGO:0061630//ubiquitin protein ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK15692//
E3
ubiquitin-
protein
ligase
RNF13
[EC:2.3.2.
27];K190
41//E3
ubiquitin-
protein
ligase
RNF38/44
[EC:2.3.2.
27];K106
64//E3
ubiquitin-
protein
ligase
ATL6/9/1
5/31/42/5
5
[EC:2.3.2.
27];K162
86//E3
ubiquitin-
protein
ligase
EL5
[EC:2.3.2.
27]

101261914 2238 1.97 0.87 -1.179108 4.84E-09 Down 1.05E-09 LOC101261914 PREDICTED: Solanum lycopersicum probable rhamnogalacturonate lyase B (LOC101261914), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable rhamnogalacturonate lyase B (LOC101261914), transcript variant X1, mRNANA GO:0016829//lyase activity;GO:0030246//carbohydrate bindingGO:0005975//carbohydrate metabolic processK18195//r
hamnogal
acturonan
endolyase
[EC:4.2.2.
23]

101258189 2334 3.26 1.44 -1.178803 7.92E-15 Down 1.19E-15 sbt4e Solanum lycopersicum serine protease (sbt4e), mRNANA GO:0004252//serine-type endopeptidase activityNA K12619//
5'-3'
exoribonu
clease 2
[EC:3.1.1
3.-
];K13199/
/plasmino
gen
activator
inhibitor 1
RNA-
binding
protein;K
15333//tR
NA
guanosine-
2'-O-
methyltra
nsferase
[EC:2.1.1.
34];K145
68//rRNA
small
subunit
pseudouri
dine
methyltra
nsferase
Nep1
[EC:2.1.1.
260]

101250113 1406 2.71 1.2 -1.175258 1.17E-07 Down 2.85E-08 LOC101250113 PREDICTED: Solanum lycopersicum GDSL esterase/lipase EXL3 (LOC101250113), mRNANA GO:0016788//hydrolase activity, acting on ester bondsNA K21026//a
cetylajmal
ine
esterase
[EC:3.1.1.
80];K106
91//E3
ubiquitin-
protein
ligase
UBR4
[EC:2.3.2.
27];K011
88//beta-
glucosidas
e
[EC:3.2.1.
21];K142
09//solute
carrier
family 36
(proton-
coupled
amino
acid
transporte
r);K00679
//phosphol
ipid:diacy
lglycerol
acyltransf
erase
[EC:2.3.1.
158]

101260072 1639 12.67 5.63 -1.17021 7.26E-38 Down 5.12E-39 LOC101260072 PREDICTED: Solanum lycopersicum aspartate aminotransferase, cytoplasmic (LOC101260072), mRNANA GO:0020037//heme binding;GO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0004096//catalase activity;GO:0004069//L-aspartate:2-oxoglutarate aminotransferase activity;GO:0030170//pyridoxal phosphate bindingGO:0006979//response to oxidative stress;GO:0009058//biosynthetic process;GO:0006520//cellular amino acid metabolic processK14454//a
spartate
aminotran
sferase,
cytoplasm
ic
[EC:2.6.1.
1]

101265851 868 17.21 7.66 -1.167831 2.17E-26 Down 2.04E-27 LOC101265851 PREDICTED: Solanum lycopersicum somatic embryogenesis receptor kinase 2-like (LOC101265851), mRNANA GO:0016301//kinase activityNA K13418//s
omatic
embryoge
nesis
receptor
kinase 1
[EC:2.7.1
0.1
2.7.11.1];
K13416//
brassinost
eroid
insensitiv
e 1-
associated
receptor
kinase 1
[EC:2.7.1
0.1
2.7.11.1]

101267225 785 5.59 2.49 -1.166703 2.56E-08 Down 5.88E-09 LOC101267225 PREDICTED: Solanum lycopersicum uncharacterized LOC101267225 (LOC101267225), mRNANA NA NA NA
101268896 1262 1.39 0.62 -1.164745 0.000609 Down 0.000221 LOC101268896 PREDICTED: Solanum lycopersicum ubiquitin carboxyl-terminal hydrolase 3-like (LOC101268896), mRNAGO:0005622//intracellular;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK05609//

ubiquitin
carboxyl-
terminal
hydrolase
L3
[EC:3.4.1
9.12]

101244740 1566 7.3 3.26 -1.163024 5.07E-21 Down 5.76E-22 LOC101244740 Solanum lycopersicum reticulata-related protein (LOC101244740), mRNAGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0009706//chloroplast inner membraneNA NA K20854//
hydroxypr
oline O-
galactosyl
transferas
e HPGT
[EC:2.4.1.-
]

778337 2213 3 1.34 -1.16273 1.01E-12 Down 1.70E-13 ftsH6 Solanum lycopersicum FtsH protease (ftsH6), mRNAGO:0016020//membrane;GO:0009535//chloroplast thylakoid membrane;GO:0009941//chloroplast envelopeGO:0008237//metallopeptidase activity;GO:0004222//metalloendopeptidase activity;GO:0005524//ATP binding;GO:0004176//ATP-dependent peptidase activityGO:0010304//PSII associated light-harvesting complex II catabolic process;GO:0010206//photosystem II repair;GO:0006508//proteolysis;GO:0010205//photoinhibition;GO:0042981//regulation of apoptotic process;GO:0010027//thylakoid membrane organizationK03798//c
ell
division
protease
FtsH
[EC:3.4.2
4.-]

101257549 1062 2.28 1.02 -1.160465 4.89E-05 Down 1.54E-05 LOC101257549 PREDICTED: Solanum lycopersicum uncharacterized LOC101257549 (LOC101257549), mRNANA NA GO:0006950//response to stressNA
101268787 1893 21.21 9.5 -1.158745 7.72E-72 Down 3.19E-73 LOC101268787 PREDICTED: Solanum lycopersicum WRKY transcription factor 33B (LOC101268787), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0050832//defense response to fungus;GO:0010120//camalexin biosynthetic process;GO:0009414//response to water deprivation;GO:0009409//response to cold;GO:0006351//transcription, DNA-templated;GO:0042742//defense response to bacterium;GO:0010508//positive regulation of autophagy;GO:0070370//cellular heat acclimation;GO:0010200//response to chitin;GO:0009651//response to salt stressK13424//

WRKY
transcripti
on factor
33

101246306 1351 20.45 9.17 -1.157107 9.95E-49 Down 5.69E-50 LOC101246306 PREDICTED: Solanum lycopersicum stem-specific protein TSJT1 (LOC101246306), mRNANA NA NA K13783//
MFS
transporte
r, OPA
family,
solute
carrier
family 37
(glycerol-
3-
phosphate
transporte
r),
member
1/2

101251627 1362 19.33 8.67 -1.156738 1.53E-46 Down 9.09E-48 LOC101251627 PREDICTED: Solanum lycopersicum nitronate monooxygenase (LOC101251627), mRNAGO:0005829//cytosolGO:0018580//nitronate monooxygenase activityGO:0046686//response to cadmium ion;GO:0009610//response to symbiotic fungusNA
101261104 1493 343.34 154.1 -1.155771 0 Down 0 LOC101261104 PREDICTED: Solanum lycopersicum bidirectional sugar transporter N3 (LOC101261104), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0051119//sugar transmembrane transporter activityGO:0008643//carbohydrate transportK15382//s

olute
carrier
family 50
(sugar
transporte
r)

101247272 1110 208.6 93.65 -1.155388 0 Down 0 LOC101247272 PREDICTED: Solanum lycopersicum uncharacterized LOC101247272 (LOC101247272), mRNAGO:0016021//integral component of membraneNA NA NA
101250935 1949 75 33.71 -1.153714 3.12E-258 Down 4.16E-260 LOC101250935 PREDICTED: Solanum lycopersicum lysine histidine transporter-like 8 (LOC101250935), mRNAGO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportK19476//

vacuolar
protein
sorting-
associated
protein
IST1;K14
209//solut
e carrier
family 36
(proton-
coupled
amino
acid
transporte
r);K15015
//solute
carrier
family 32
(vesicular
inhibitory
amino
acid
transporte
r)

544074 1684 2.38 1.07 -1.153351 7.72E-08 Down 1.84E-08 ADH2 Solanum lycopersicum alcohol dehydrogenase (ADH2), mRNANA GO:0004022//alcohol dehydrogenase (NAD) activity;GO:0003979//UDP-glucose 6-dehydrogenase activity;GO:0008270//zinc ion bindingNA K18857//a
lcohol
dehydroge
nase class-
P
[EC:1.1.1.
1]

101254095 1203 11.3 5.09 -1.150585 4.34E-24 Down 4.38E-25 LOC101254095 PREDICTED: Solanum lycopersicum uncharacterized LOC101254095 (LOC101254095), mRNAGO:0016021//integral component of membraneNA NA NA
101258849 1085 1.95 0.88 -1.147899 0.000182 Down 6.16E-05 LOC101258849 PREDICTED: Solanum lycopersicum transcription factor bHLH75 (LOC101258849), mRNANA GO:0046983//protein dimerization activityNA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K112
53//histon
e
H3;K1212
6//phytoc
hrome-
interactin
g factor 3

101258039 2460 5.27 2.38 -1.146841 1.81E-23 Down 1.87E-24 LOC101258039 PREDICTED: Solanum lycopersicum plant intracellular Ras-group-related LRR protein 6 (LOC101258039), mRNANA NA NA K19613//l
eucine-
rich
repeat
protein
SHOC2

544082 895 2044.89 925.74 -1.143344 0 Down 0 TPM-1 Solanum lycopersicum osmotin-like protein OSML13 (TPM-1), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101265726 888 3.07 1.39 -1.143154 2.05E-05 Down 6.14E-06 LOC101265726 PREDICTED: Solanum lycopersicum pathogen-related protein (LOC101265726), mRNANA NA NA NA
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101247130 895 2.87 1.3 -1.142539 3.94E-05 Down 1.22E-05 LOC101247130 PREDICTED: Solanum lycopersicum 21 kDa protein-like (LOC101247130), mRNANA GO:0004857//enzyme inhibitor activityNA K01051//
pectineste
rase
[EC:3.1.1.
11]

101264592 2616 0.75 0.34 -1.141356 0.000253 Down 8.73E-05 LOC101264592 PREDICTED: Solanum lycopersicum probable disease resistance protein At1g58602 (LOC101264592), mRNANA GO:0043531//ADP bindingGO:0006952//defense responseK13457//
disease
resistance
protein
RPM1

778266 840 9.38 4.26 -1.138734 9.41E-14 Down 1.50E-14 LOC778266 Solanum lycopersicum plant cell wall protein SlTFR88 (LOC778266), mRNAGO:0016021//integral component of membrane;GO:0005886//plasma membraneNA NA NA
101257269 1737 15.67 7.12 -1.138056 2.07E-47 Down 1.21E-48 LOC101257269 PREDICTED: Solanum lycopersicum alpha-galactosidase 3 (LOC101257269), mRNAGO:0009505//plant-type cell wall;GO:0005773//vacuoleGO:0052692//raffinose alpha-galactosidase activityGO:0005975//carbohydrate metabolic processK07407//a

lpha-
galactosid
ase
[EC:3.2.1.
22]

101251145 1276 72.47 32.93 -1.137981 6.60E-157 Down 1.34E-158 Rcr3 Solanum lycopersicum cysteine protease (Rcr3), mRNAGO:0005615//extracellular space;GO:0005764//lysosomeGO:0004197//cysteine-type endopeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic processK13441//c
ysteine
protease;
K01365//c
athepsin L
[EC:3.4.2
2.15]

101266204 1225 12.84 5.84 -1.136605 3.29E-27 Down 3.02E-28 LOC101266204 PREDICTED: Solanum lycopersicum protein YLS9 (LOC101266204), mRNAGO:0009506//plasmodesma;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA NA K15382//s
olute
carrier
family 50
(sugar
transporte
r)

101251753 1365 3.45 1.57 -1.135832 4.50E-09 Down 9.79E-10 LOC101251753 PREDICTED: Solanum lycopersicum uncharacterized LOC101251753 (LOC101251753), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251753 (LOC101251753), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251753 (LOC101251753), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101251753 (LOC101251753), transcript variant X2, mRNANA NA NA NA
101244694 1697 5.14 2.34 -1.13526 9.67E-16 Down 1.39E-16 LOC101244694 Solanum lycopersicum NAD(P)-binding Rossmann-fold superfamily protein (LOC101244694), mRNANA GO:0016491//oxidoreductase activityNA K11153//r

etinol
dehydroge
nase 12
[EC:1.1.1.
300]

109120085 1123 10.14 4.62 -1.134093 3.78E-20 Down 4.45E-21 LOC109120085 PREDICTED: Solanum lycopersicum GDSL esterase/lipase EXL3-like (LOC109120085), mRNANA GO:0016788//hydrolase activity, acting on ester bondsNA K21026//a
cetylajmal
ine
esterase
[EC:3.1.1.
80];K106
91//E3
ubiquitin-
protein
ligase
UBR4
[EC:2.3.2.
27];K011
88//beta-
glucosidas
e
[EC:3.2.1.
21];K142
09//solute
carrier
family 36
(proton-
coupled
amino
acid
transporte
r);K00679
//phosphol
ipid:diacy
lglycerol
acyltransf
erase
[EC:2.3.1.
158]

101265869 885 6.21 2.83 -1.133791 7.12E-10 Down 1.46E-10 LOC101265869 PREDICTED: Solanum lycopersicum uncharacterized LOC101265869 (LOC101265869), mRNAGO:0016021//integral component of membraneNA NA NA
101255309 2084 6.03 2.75 -1.132726 3.50E-22 Down 3.82E-23 LOC101255309 PREDICTED: Solanum lycopersicum eukaryotic peptide chain release factor subunit 1-3-like (LOC101255309), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum eukaryotic peptide chain release factor subunit 1-3-like (LOC101255309), transcript variant X1, mRNAGO:0005737//cytoplasmGO:0003747//translation release factor activityNA K03265//

peptide
chain
release
factor
subunit 1

101257682 1422 9.56 4.36 -1.132682 1.07E-23 Down 1.10E-24 LOC101257682 PREDICTED: Solanum lycopersicum probable pectinesterase 8 (LOC101257682), mRNAGO:0005618//cell wall;GO:0016021//integral component of membraneGO:0045330//aspartyl esterase activity;GO:0030599//pectinesterase activityGO:0045490//pectin catabolic process;GO:0042545//cell wall modificationK01051//
pectineste
rase
[EC:3.1.1.
11]

104649684 740 4.51 2.06 -1.130483 0.000119 Down 3.93E-05 LOC104649684 PREDICTED: Solanum lycopersicum uncharacterized LOC104649684 (LOC104649684), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104649684 (LOC104649684), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104649684 (LOC104649684), transcript variant X4, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104649684 (LOC104649684), transcript variant X3, ncRNANA GO:0003676//nucleic acid bindingNA K05666//
ATP-
binding
cassette,
subfamily
C
(CFTR/M
RP),
member
2;K01191
//alpha-
mannosid
ase
[EC:3.2.1.
24];K152
55//ATP-
dependent
DNA
helicase
PIF1
[EC:3.6.4.
12]

101259283 1553 11.28 5.16 -1.128324 3.38E-30 Down 2.86E-31 LOC101259283 PREDICTED: Solanum lycopersicum bifunctional epoxide hydrolase 2 (LOC101259283), mRNANA GO:0003824//catalytic activityNA K08726//s
oluble
epoxide
hydrolase
/ lipid-
phosphate
phosphata
se
[EC:3.3.2.
10
3.1.3.76];
K01079//
phosphose
rine
phosphata
se
[EC:3.1.3.
3]

101259198 791 838.75 383.92 -1.127435 0 Down 0 LOC101259198 PREDICTED: Solanum lycopersicum dormancy-associated protein homolog 3 (LOC101259198), mRNANA NA NA NA
101266243 1063 4.87 2.23 -1.126878 2.36E-09 Down 5.03E-10 LOC101266243 PREDICTED: Solanum lycopersicum uncharacterized LOC101266243 (LOC101266243), ncRNANA NA NA NA

778321 807 7.73 3.54 -1.126719 6.50E-11 Down 1.24E-11 LOC778321 Solanum lycopersicum Pathogenesis-related protein STH-2-like (LOC778321), mRNANA NA GO:0006952//defense response;GO:0009607//response to biotic stimulusNA
101266856 1588 7.58 3.48 -1.123111 6.01E-21 Down 6.87E-22 LOC101266856 PREDICTED: Solanum lycopersicum UDP-glycosyltransferase 86A1-like (LOC101266856), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK21374//

7-
deoxyloga
netin
glucosyltr
ansferase
[EC:2.4.1.
324]

101248665 1239 22.36 10.28 -1.12108 2.39E-46 Down 1.43E-47 LOC101248665 PREDICTED: Solanum lycopersicum NAC transcription factor 29 (LOC101248665), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK12862//
pleiotropi
c
regulator
1;K03094
//S-phase
kinase-
associated
protein
1;K13126
//polyaden
ylate-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltra
nsferase
[EC:2.3.2.
15]

101258824 1987 6.24 2.87 -1.120495 1.17E-21 Down 1.30E-22 LOC101258824 PREDICTED: Solanum lycopersicum protein JASON (LOC101258824), mRNANA NA NA NA
101252505 1388 273.52 125.83 -1.12017 0 Down 0 Cyp-3 Solanum lycopersicum cysteine proteinase 3 (Cyp-3), mRNAGO:0005615//extracellular space;GO:0005764//lysosomeGO:0008234//cysteine-type peptidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic process;GO:0006955//immune responseK01366//c

athepsin
H
[EC:3.4.2
2.16]

101267829 1523 16.3 7.5 -1.119909 5.01E-42 Down 3.27E-43 LOC101267829 PREDICTED: Solanum lycopersicum uncharacterized protein At1g32220, chloroplastic (LOC101267829), mRNAGO:0005886//plasma membraneGO:0003954//NADH dehydrogenase activityGO:1901006//ubiquinone-6 biosynthetic processNA
101255714 2301 0.91 0.42 -1.115477 0.000163 Down 5.49E-05 LOC101255714 PREDICTED: Solanum lycopersicum F-box/LRR-repeat protein At4g14103 (LOC101255714), mRNANA NA NA K10278//

F-box and
leucine-
rich
repeat
protein
12;K0691
1//unchara
cterized
protein;K
05350//be
ta-
glucosidas
e
[EC:3.2.1.
21];K118
43//ubiqui
tin
carboxyl-
terminal
hydrolase
14
[EC:3.4.1
9.12];K00
423//L-
ascorbate
oxidase
[EC:1.10.
3.3]

101244186 2257 22.55 10.41 -1.115157 5.22E-86 Down 1.81E-87 LOC101244186 PREDICTED: Solanum lycopersicum uncharacterized LOC101244186 (LOC101244186), ncRNANA NA NA NA
101243979 958 2.62 1.21 -1.11456 7.56E-05 Down 2.43E-05 LOC101243979 Solanum lycopersicum putative GEM-like protein 8 (LOC101243979), mRNANA NA NA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K038
68//RING-
box
protein 1

543990 1804 1661.58 767.53 -1.114261 0 Down 0 cat1 Solanum lycopersicum catalase (cat1), mRNAGO:0009514//glyoxysomeGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0004096//catalase activityGO:0006979//response to oxidative stress;GO:0042744//hydrogen peroxide catabolic processK03781//c
atalase
[EC:1.11.
1.6]

101256047 1575 2.12 0.98 -1.113211 2.54E-06 Down 6.97E-07 LOC101256047 PREDICTED: Solanum lycopersicum cycloartenol-C-24-methyltransferase-like (LOC101256047), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum cycloartenol-C-24-methyltransferase-like (LOC101256047), transcript variant X1, mRNANA GO:0008168//methyltransferase activityGO:0006694//steroid biosynthetic processK00559//s
terol 24-C-
methyltra
nsferase
[EC:2.1.1.
41]

101267548 1164 5.06 2.34 -1.112629 1.93E-10 Down 3.79E-11 LOC101267548 Solanum lycopersicum ethylene-responsive transcription factor (LOC101267548), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101261854 1691 13.11 6.08 -1.108524 3.54E-37 Down 2.54E-38 LOC101261854 PREDICTED: Solanum lycopersicum putative ankyrin repeat protein RF_0381 (LOC101261854), mRNANA NA NA K21440//a
nkyrin
repeat
domain-
containing
protein 50

101263788 780 6.23 2.89 -1.108163 1.87E-08 Down 4.25E-09 LOC101263788 PREDICTED: Solanum lycopersicum zinc finger Ran-binding domain-containing protein 2-like (LOC101263788), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum zinc finger Ran-binding domain-containing protein 2-like (LOC101263788), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum zinc finger Ran-binding domain-containing protein 2-like (LOC101263788), transcript variant X3, mRNANA GO:0046872//metal ion bindingNA K13811//
3'-
phosphoa
denosine
5'-
phosphos
ulfate
synthase
[EC:2.7.7.
4
2.7.1.25]

101244582 1354 19.7 9.15 -1.106352 6.30E-44 Down 3.94E-45 LOC101244582 Solanum lycopersicum NAC transcription factor family protein (LOC101244582), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK03094//
S-phase
kinase-
associated
protein
1;K13126
//polyaden
ylate-
binding
protein

101268757 1419 1.57 0.73 -1.104796 0.000163 Down 5.46E-05 LOC101268757 PREDICTED: Solanum lycopersicum putative clathrin assembly protein At4g40080 (LOC101268757), mRNANA GO:0005543//phospholipid bindingNA K20043//c
lathrin
coat
assembly
protein
AP180;K
20044//ph
osphatidyl
inositol-
binding
clathrin
assembly
protein

101267987 1962 6.75 3.14 -1.104123 1.32E-22 Down 1.41E-23 LOC101267987 PREDICTED: Solanum lycopersicum cytochrome P450 CYP82D47-like (LOC101267987), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0020037//heme binding;GO:0005506//iron ion bindingGO:0044550//secondary metabolite biosynthetic processK14985//
26-
hydroxyla
se
[EC:1.14.-
.-
];K00512/
/steroid
17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2];K0740
8//cytochr
ome P450
family 1
subfamily
A
polypepti
de 1
[EC:1.14.
14.1]

101253953 583 28.95 13.49 -1.101673 5.62E-26 Down 5.35E-27 LOC101253953 PREDICTED: Solanum lycopersicum uncharacterized LOC101253953 (LOC101253953), mRNANA NA NA NA
101261098 1682 2.51 1.17 -1.101179 8.63E-08 Down 2.07E-08 LOC101261098 PREDICTED: Solanum lycopersicum mitochondrial phosphate carrier protein 1, mitochondrial (LOC101261098), mRNAGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0015114//phosphate ion transmembrane transporter activityGO:0009651//response to salt stress;GO:0006839//mitochondrial transportK15102//s

olute
carrier
family 25
(mitochon
drial
phosphate
transporte
r),
member 3

101250024 2277 6.65 3.1 -1.101086 2.21E-24 Down 2.21E-25 LOC101250024 PREDICTED: Solanum lycopersicum probable plastidic glucose transporter 3 (LOC101250024), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable plastidic glucose transporter 3 (LOC101250024), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum probable plastidic glucose transporter 3 (LOC101250024), transcript variant X1, mRNAGO:0016021//integral component of membraneNA GO:0008643//carbohydrate transportK08150//
MFS
transporte
r, SP
family,
solute
carrier
family 2
(myo-
inositol
transporte
r),
member
13;K0814
5//MFS
transporte
r, SP
family,
solute
carrier
family 2
(facilitate
d glucose
transporte
r),
member 8

101247199 562 5.04 2.35 -1.100763 4.35E-05 Down 1.36E-05 LOC101247199 PREDICTED: Solanum lycopersicum uncharacterized LOC101247199 (LOC101247199), mRNANA NA NA NA
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101247807 1488 23.24 10.84 -1.100245 3.02E-56 Down 1.53E-57 LOC101247807 PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X6, mRNA;PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum probable low-specificity L-threonine aldolase 1 (LOC101247807), transcript variant X1, mRNANA GO:0016829//lyase activityGO:0006520//cellular amino acid metabolic processK01620//t
hreonine
aldolase
[EC:4.1.2.
48]

101257043 1048 3.51 1.64 -1.097775 1.06E-06 Down 2.80E-07 LOC101257043 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor 4-like (LOC101257043), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101261451 1078 63.25 29.56 -1.097419 3.24E-108 Down 9.27E-110 LOC101261451 PREDICTED: Solanum lycopersicum endo-1,3;1,4-beta-D-glucanase-like (LOC101261451), mRNANA GO:0016787//hydrolase activityNA K01061//c
arboxyme
thylenebut
enolidase
[EC:3.1.1.
45]

101249360 2435 0.92 0.43 -1.097297 0.000145 Down 4.84E-05 LOC101249360 PREDICTED: Solanum lycopersicum U-box domain-containing protein 19-like (LOC101249360), mRNAGO:0005634//nucleus;GO:0005737//cytoplasmGO:0004842//ubiquitin-protein transferase activityNA K08332//
vacuolar
protein 8

101261650 1284 1650.73 772.08 -1.096282 0 Down 0 LOC101261650 Solanum lycopersicum glucan endo-1,3-beta-glucosidase B (LOC101261650), mRNAGO:0046658//anchored component of plasma membrane;GO:0005773//vacuoleGO:0042973//glucan endo-1,3-beta-D-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030247//polysaccharide bindingGO:0006952//defense response;GO:0005975//carbohydrate metabolic processK19891//
glucan
endo-1,3-
beta-
glucosidas
e 1/2/3
[EC:3.2.1.
39]

101259182 917 1410.05 659.59 -1.096105 0 Down 0 LOC101259182 PREDICTED: Solanum lycopersicum uncharacterized LOC101259182 (LOC101259182), mRNANA NA NA K13344//
peroxin-
13

101260164 1347 125.35 58.65 -1.095759 4.20E-270 Down 5.34E-272 LOC101260164 PREDICTED: Solanum lycopersicum uncharacterized LOC101260164 (LOC101260164), mRNANA NA NA NA
778364 1247 3.74 1.75 -1.095683 1.87E-08 Down 4.25E-09 Asc-1 Solanum lycopersicum alternaria stem canker resistance protein (Asc-1), mRNA;PREDICTED: Solanum lycopersicum alternaria stem canker resistance protein (Asc-1), transcript variant X1, mRNAGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0050291//sphingosine N-acyltransferase activityGO:0046513//ceramide biosynthetic processK04710//c

eramide
synthetase
[EC:2.3.1.
24]

101245588 806 30.68 14.37 -1.094238 8.34E-39 Down 5.77E-40 LOC101245588 Solanum lycopersicum universal stress protein A-like protein (LOC101245588), transcript variant 1, mRNA;Solanum lycopersicum universal stress protein A-like protein (LOC101245588), transcript variant 2, mRNANA NA GO:0006950//response to stressK06674//s
tructural
maintenan
ce of
chromoso
me 2

101255009 1506 8.39 3.93 -1.094141 5.90E-21 Down 6.73E-22 LOC101255009 PREDICTED: Solanum lycopersicum autophagy-related protein 18b (LOC101255009), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum autophagy-related protein 18b (LOC101255009), transcript variant X2, mRNAGO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0034045//phagophore assembly site membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0000422//autophagy of mitochondrionK17908//a
utophagy-
related
protein 18

100191111 832 1615.3 758.09 -1.091361 0 Down 0 LOC100191111 Solanum lycopersicum PR1 protein (LOC100191111), mRNAGO:0005576//extracellular regionNA NA K13449//
pathogene
sis-related
protein 1

101252347 902 12.03 5.65 -1.090314 1.51E-17 Down 1.99E-18 LOC101252347 PREDICTED: Solanum lycopersicum uncharacterized LOC101252347 (LOC101252347), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101252347 (LOC101252347), transcript variant X1, mRNAGO:0005840//ribosomeGO:0070181//small ribosomal subunit rRNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translationK02990//s
mall
subunit
ribosomal
protein S6

101261400 1867 27.34 12.85 -1.089245 1.43E-82 Down 5.16E-84 LOC101261400 PREDICTED: Solanum lycopersicum tryptophan synthase beta chain 2 (LOC101261400), mRNANA GO:0004834//tryptophan synthase activity;GO:0030170//pyridoxal phosphate bindingNA K06001//t
ryptophan
synthase
beta chain
[EC:4.2.1.
20]

101253070 1077 4.01 1.89 -1.085216 6.90E-06 Down 1.97E-06 LOC101253070 PREDICTED: Solanum lycopersicum uncharacterized LOC101253070 (LOC101253070), ncRNANA NA NA NA
104647150 3789 0.7 0.33 -1.084889 4.28E-05 Down 1.34E-05 LOC104647150 PREDICTED: Solanum lycopersicum uncharacterized LOC104647150 (LOC104647150), ncRNANA NA NA K01528//

dynamin
GTPase
[EC:3.6.5.
5];K1244
7//UDP-
sugar
pyrophosp
horylase
[EC:2.7.7.
64]

544148 1154 1306.5 616.67 -1.083137 0 Down 0 CHI9 Solanum lycopersicum chitinase (CHI9), mRNAGO:0005618//cell wall;GO:0005576//extracellular region;GO:0005773//vacuoleGO:0008061//chitin binding;GO:0004568//chitinase activityGO:0006032//chitin catabolic process;GO:0006952//defense response;GO:0016998//cell wall macromolecule catabolic process;GO:0000272//polysaccharide catabolic processK20547//
basic
endochitin
ase B
[EC:3.2.1.
14]

101247551 2554 7.09 3.35 -1.081625 4.54E-30 Down 3.85E-31 LOC101247551 PREDICTED: Solanum lycopersicum uncharacterized LOC101247551 (LOC101247551), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101247551 (LOC101247551), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101247551 (LOC101247551), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101247551 (LOC101247551), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101247551 (LOC101247551), transcript variant X1, mRNANA GO:0003677//DNA binding;GO:0046983//protein dimerization activityNA K14007//
protein
transport
protein
SEC24;K
01230//m
annosyl-
oligosacc
haride
alpha-1,2-
mannosid
ase
[EC:3.2.1.
113];K02
995//small
subunit
ribosomal
protein
S8e;K056
58//ATP-
binding
cassette,
subfamily
B
(MDR/TA
P),
member 1
[EC:3.6.3.
44]

544193 974 5.1 2.41 -1.081464 1.83E-08 Down 4.16E-09 rnalx Solanum lycopersicum intracellular ribonuclease LX (rnalx), mRNAGO:0005737//cytoplasmGO:0003723//RNA binding;GO:0033897//ribonuclease T2 activityNA K01166//r
ibonuclea
se T2
[EC:3.1.2
7.1]

101245962 1066 10.37 4.91 -1.078621 9.54E-18 Down 1.24E-18 LOC101245962 PREDICTED: Solanum lycopersicum probable xyloglucan endotransglucosylase/hydrolase protein 25 (LOC101245962), mRNAGO:0048046//apoplast;GO:0005618//cell wallGO:0016762//xyloglucan:xyloglucosyl transferase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0010411//xyloglucan metabolic process;GO:0042546//cell wall biogenesis;GO:0071555//cell wall organizationK08235//
xylogluca
n:xyloglu
cosyl
transferas
e
[EC:2.4.1.
207]

543871 2389 34.25 16.22 -1.07833 5.05E-131 Down 1.25E-132 FRO1 Solanum lycopersicum ferric-chelate reductase (FRO1), mRNAGO:0016021//integral component of membraneGO:0016491//oxidoreductase activityNA K00521//f
erric-
chelate
reductase
[EC:1.16.
1.7]

101253408 2746 13.67 6.48 -1.076948 1.43E-60 Down 6.77E-62 LOC101253408 PREDICTED: Solanum lycopersicum uncharacterized LOC101253408 (LOC101253408), mRNAGO:0016021//integral component of membraneNA NA NA
101266225 777 7.32 3.47 -1.076908 7.90E-10 Down 1.62E-10 LOC101266225 PREDICTED: Solanum lycopersicum uncharacterized LOC101266225 (LOC101266225), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101266225 (LOC101266225), transcript variant X1, mRNANA NA NA K01513//e

ctonucleot
ide
pyrophosp
hatase/ph
osphodies
terase
family
member
1/3
[EC:3.1.4.
1 3.6.1.9]

101262849 1047 2.13 1.01 -1.076498 0.000249 Down 8.57E-05 LOC101262849 PREDICTED: Solanum lycopersicum uncharacterized LOC101262849 (LOC101262849), ncRNANA NA NA NA
101266039 2296 3.1 1.47 -1.076452 4.14E-07 Down 1.06E-07 LOC101266039 PREDICTED: Solanum lycopersicum uncharacterized LOC101266039 (LOC101266039), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101266039 (LOC101266039), transcript variant X1, mRNANA NA NA K11267//s

ister
chromatid
cohesion
protein
PDS5

101250708 637 26.51 12.61 -1.071968 3.31E-25 Down 3.22E-26 LOC101250708 PREDICTED: Solanum lycopersicum uncharacterized LOC101250708 (LOC101250708), mRNAGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0046914//transition metal ion bindingGO:0030001//metal ion transport;GO:0046916//cellular transition metal ion homeostasisK04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K105
23//speckl
e-type
POZ
protein;K
10572//in
ositol-
pentakisp
hosphate
2-kinase
[EC:2.7.1.
158];K19
307//25S
rRNA
(uracil263
4-N3)-
methyltra
nsferase
[EC:2.1.1.
313]

101263056 1132 6.57 3.13 -1.069731 4.07E-12 Down 7.12E-13 LOC101263056 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF038-like (LOC101263056), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101255440 1508 17.07 8.14 -1.068362 1.80E-40 Down 1.20E-41 LOC101255440 PREDICTED: Solanum lycopersicum BURP domain protein USPL1-like (LOC101255440), mRNAGO:0000326//protein storage vacuoleNA GO:0048316//seed developmentK12472//e
pidermal
growth
factor
receptor
substrate
15

104647325 1746 1.74 0.83 -1.067904 1.29E-05 Down 3.77E-06 LOC104647325 PREDICTED: Solanum lycopersicum cytosolic sulfotransferase 5-like (LOC104647325), mRNANA GO:0008146//sulfotransferase activityNA K01025//s
ulfotransf
erase
[EC:2.8.2.-
]

101243985 1886 3.96 1.89 -1.067114 1.90E-12 Down 3.26E-13 LOC101243985 PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA-like (LOC101243985), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA-like (LOC101243985), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum mitogen-activated protein kinase kinase kinase YODA-like (LOC101243985), transcript variant X3, mRNANA GO:0005524//ATP binding;GO:0004672//protein kinase activityNA K04420//
mitogen-
activated
protein
kinase
kinase
kinase 2
[EC:2.7.1
1.25];K04
421//mito
gen-
activated
protein
kinase
kinase
kinase 3
[EC:2.7.1
1.25]

101249493 1919 24.19 11.55 -1.066518 9.12E-73 Down 3.70E-74 LOC101249493 PREDICTED: Solanum lycopersicum transcriptional activator TAF-1 (LOC101249493), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcriptional activator TAF-1 (LOC101249493), transcript variant X1, mRNANA GO:0003700//DNA binding transcription factor activityNA K09060//
plant G-
box-
binding
factor

101262056 2239 1.34 0.64 -1.066089 1.58E-05 Down 4.70E-06 LOC101262056 PREDICTED: Solanum lycopersicum seed biotin-containing protein SBP65-like (LOC101262056), mRNANA NA NA K20254//
perilipin-
4;K01835
//phospho
glucomuta
se
[EC:5.4.2.
2]

544142 874 104.64 49.99 -1.065723 4.90E-136 Down 1.17E-137 LOC544142 Solanum lycopersicum H1 histone-like protein (LOC544142), mRNAGO:0005634//nucleus;GO:0000786//nucleosomeGO:0003677//DNA bindingGO:0009414//response to water deprivation;GO:0006334//nucleosome assemblyK11275//
histone
H1/5

101055553 684 14.45 6.92 -1.062226 5.06E-15 Down 7.55E-16 LOC101055553 Solanum lycopersicum IAA29 (LOC101055553), mRNAGO:0005634//nucleusNA GO:0006355//regulation of transcription, DNA-templated;GO:0009734//auxin-activated signaling pathway;GO:0006351//transcription, DNA-templatedK14484//a
uxin-
responsiv
e protein
IAA

101258071 1641 8.99 4.31 -1.060633 2.29E-23 Down 2.38E-24 LOC101258071 Solanum lycopersicum protein phosphatase 2C (LOC101258071), mRNANA GO:0046872//metal ion binding;GO:0004722//protein serine/threonine phosphatase activityNA K14497//
protein
phosphata
se 2C
[EC:3.1.3.
16]

109119847 803 4.75 2.28 -1.058894 1.60E-06 Down 4.28E-07 LOC109119847 PREDICTED: Solanum lycopersicum proteinase inhibitor type-2-like (LOC109119847), mRNANA GO:0004867//serine-type endopeptidase inhibitor activityNA NA
100271890 1256 34.86 16.74 -1.058273 1.74E-66 Down 7.69E-68 ZIP Solanum lycopersicum bZIP transcription factor (ZIP), mRNANA GO:0003700//DNA binding transcription factor activityNA K09060//

plant G-
box-
binding
factor

101250791 2212 4.06 1.95 -1.058006 1.22E-14 Down 1.85E-15 LOC101250791 PREDICTED: Solanum lycopersicum protein NRT1/ PTR FAMILY 4.6-like (LOC101250791), mRNAGO:0016021//integral component of membraneGO:0005215//transporter activityNA K14638//s
olute
carrier
family 15
(peptide/h
istidine
transporte
r),
member
3/4

Page 74 of 83Manuscript submitted to editorial office



For Peer Review

101261885 694 4.39 2.11 -1.056978 3.03E-05 Down 9.27E-06 LOC101261885 PREDICTED: Solanum lycopersicum zinc finger protein ZAT11-like (LOC101261885), mRNANA GO:0003676//nucleic acid bindingNA NA
101250444 1756 12.27 5.9 -1.056348 1.33E-33 Down 1.02E-34 LOC101250444 PREDICTED: Solanum lycopersicum cytochrome P450 714C2-like (LOC101250444), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityNA K20661//c

ytochrom
e P450
family
714
subfamily
A
polypepti
de 1

543944 1500 13.68 6.58 -1.055909 9.38E-32 Down 7.61E-33 ARG1 Solanum lycopersicum arginase 1 (ARG1), mRNANA GO:0046872//metal ion binding;GO:0016813//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidinesNA K01476//a
rginase
[EC:3.5.3.
1]

104649084 524 7.1 3.42 -1.053823 5.21E-06 Down 1.47E-06 LOC104649084 PREDICTED: Solanum lycopersicum uncharacterized LOC104649084 (LOC104649084), ncRNAGO:0016021//integral component of membraneNA NA K00030//i
socitrate
dehydroge
nase
(NAD+)
[EC:1.1.1.
41]

109120423 1138 11.02 5.31 -1.05334 1.93E-19 Down 2.33E-20 LOC109120423 PREDICTED: Solanum lycopersicum uncharacterized LOC109120423 (LOC109120423), mRNANA NA NA NA
101249999 1876 4.69 2.26 -1.053265 3.20E-14 Down 4.99E-15 LOC101249999 PREDICTED: Solanum lycopersicum cytochrome P450 714A1-like (LOC101249999), mRNAGO:0016021//integral component of membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activity;GO:0003676//nucleic acid bindingNA K20661//c

ytochrom
e P450
family
714
subfamily
A
polypepti
de 1

101243997 4996 1.39 0.67 -1.052852 1.05E-11 Down 1.89E-12 LOC101243997 PREDICTED: Solanum lycopersicum pleiotropic drug resistance protein 2-like (LOC101243997), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum pleiotropic drug resistance protein 2-like (LOC101243997), transcript variant X2, mRNAGO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0006810//transportK05681//
ATP-
binding
cassette,
subfamily
G
(WHITE),
member 2

101257056 1107 59.15 28.54 -1.051393 2.58E-97 Down 8.10E-99 LOC101257056 PREDICTED: Solanum lycopersicum LOB domain-containing protein 40-like (LOC101257056), mRNANA NA NA NA
101265728 1705 121 58.4 -1.050967 0 Down 0 LOC101265728 PREDICTED: Solanum lycopersicum uncharacterized LOC101265728 (LOC101265728), mRNANA NA NA K19475//

WAS/WA
SL-
interactin
g protein

543878 984 877.56 424.13 -1.048991 0 Down 0 LOC543878 Solanum lycopersicum PR5-like protein (LOC543878), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101257730 1712 2.42 1.17 -1.048499 3.39E-07 Down 8.56E-08 LOC101257730 PREDICTED: Solanum lycopersicum high affinity nitrate transporter 2.7 (LOC101257730), mRNAGO:0016021//integral component of membraneNA GO:0055085//transmembrane transportK02575//
MFS
transporte
r, NNP
family,
nitrate/nitr
ite
transporte
r

543574 711 237.4 114.79 -1.048323 4.79E-239 Down 6.83E-241 ASR1 Solanum lycopersicum abscisic stress-ripening protein 1 (ASR1), mRNANA NA GO:0006950//response to stressNA
101246437 2253 7.59 3.67 -1.04832 1.00E-26 Down 9.31E-28 LOC101246437 PREDICTED: Solanum lycopersicum glucomannan 4-beta-mannosyltransferase 2-like (LOC101246437), mRNAGO:0016021//integral component of membraneGO:0016757//transferase activity, transferring glycosyl groupsNA K13680//

beta-
mannan
synthase
[EC:2.4.1.
32]

104648101 1122 4.77 2.31 -1.046096 1.11E-08 Down 2.48E-09 LOC104648101 PREDICTED: Solanum lycopersicum uncharacterized LOC104648101 (LOC104648101), mRNAGO:0009506//plasmodesmaGO:0051087//chaperone bindingGO:0006457//protein folding;GO:0043207//response to external biotic stimulus;GO:0009266//response to temperature stimulusNA
101246295 1578 49.33 23.96 -1.041837 4.18E-116 Down 1.14E-117 LOC101246295 PREDICTED: Solanum lycopersicum zeatin O-glucosyltransferase-like (LOC101246295), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c

is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

101255252 1802 9.95 4.84 -1.039689 1.64E-27 Down 1.50E-28 LOC101255252 PREDICTED: Solanum lycopersicum protein DETOXIFICATION 40 (LOC101255252), mRNAGO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityNA K03327//
multidrug
resistance
protein,
MATE
family

101259463 1955 3.7 1.8 -1.039528 1.38E-11 Down 2.50E-12 LOC101259463 PREDICTED: Solanum lycopersicum mitochondrial inner membrane protein OXA1-like (LOC101259463), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum mitochondrial inner membrane protein OXA1-like (LOC101259463), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum mitochondrial inner membrane protein OXA1-like (LOC101259463), transcript variant X1, mRNAGO:0016021//integral component of membraneNA GO:0051205//protein insertion into membraneK03217//
YidC/Oxa
1 family
membrane
protein
insertase

101249609 1271 2.01 0.98 -1.036342 0.000124 Down 4.10E-05 LOC101249609 PREDICTED: Solanum lycopersicum 3'-hydroxy-N-methyl-(S)-coclaurine 4'-O-methyltransferase (LOC101249609), mRNANA GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008171//O-methyltransferase activity;GO:0046983//protein dimerization activityGO:0019438//aromatic compound biosynthetic processK16040//t
rans-
resveratro
l di-O-
methyltra
nsferase
[EC:2.1.1.
240]

101245191 1052 7.7 3.76 -1.034126 1.90E-12 Down 3.26E-13 LOC101245191 PREDICTED: Solanum lycopersicum uncharacterized LOC101245191 (LOC101245191), mRNANA NA NA NA
101259361 1512 7.31 3.58 -1.029912 5.74E-17 Down 7.75E-18 LOC101259361 PREDICTED: Solanum lycopersicum arogenate dehydrogenase 2, chloroplastic-like (LOC101259361), mRNAGO:0009507//chloroplastGO:0008977//prephenate dehydrogenase (NAD+) activity;GO:0004665//prephenate dehydrogenase (NADP+) activityGO:0006571//tyrosine biosynthetic processK15227//a

rogenate
dehydroge
nase
(NADP+),
plant
[EC:1.3.1.
78]

104645573 1022 20.99 10.28 -1.029862 3.09E-31 Down 2.54E-32 LOC104645573 PREDICTED: Solanum lycopersicum NDR1/HIN1-like protein (LOC104645573), mRNAGO:0016021//integral component of membraneNA NA NA
101246812 1434 15.94 7.81 -1.029257 7.38E-34 Down 5.65E-35 LOC101246812 Solanum lycopersicum probable WRKY transcription factor 40 (LOC101246812), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0009611//response to wounding;GO:0045892//negative regulation of transcription, DNA-templated;GO:0050832//defense response to fungus;GO:0006351//transcription, DNA-templated;GO:0042742//defense response to bacterium;GO:0002237//response to molecule of bacterial origin;GO:0009751//response to salicylic acid;GO:0010200//response to chitin;GO:0031347//regulation of defense responseK13424//

WRKY
transcripti
on factor
33

101251574 1374 130.16 63.86 -1.027302 3.62E-258 Down 4.84E-260 LOC101251574 PREDICTED: Solanum lycopersicum OTU domain-containing protein 6B (LOC101251574), mRNANA NA NA K18342//
OTU
domain-
containing
protein 6
[EC:3.4.1
9.12]

101251704 1399 2.14 1.05 -1.027221 2.95E-05 Down 9.00E-06 LOC101251704 PREDICTED: Solanum lycopersicum ankyrin repeat-containing protein ITN1-like (LOC101251704), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneNA GO:0007165//signal transductionK15503//s
erine/thre
onine-
protein
phosphata
se 6
regulatory
ankyrin
repeat
subunit
B;K15502
//serine/th
reonine-
protein
phosphata
se 6
regulatory
ankyrin
repeat
subunit A

101245084 819 20.93 10.27 -1.027136 1.59E-24 Down 1.58E-25 LOC101245084 PREDICTED: Solanum lycopersicum uncharacterized LOC101245084 (LOC101245084), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101245084 (LOC101245084), transcript variant X2, mRNAGO:0016021//integral component of membraneNA NA NA
104647159 1229 4.87 2.39 -1.026911 3.29E-08 Down 7.61E-09 LOC104647159 PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X3, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X5, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X4, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X2, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X1, ncRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC104647159 (LOC104647159), transcript variant X6, ncRNANA NA NA NA
101244669 2594 11.69 5.74 -1.026152 2.49E-44 Down 1.55E-45 LOC101244669 PREDICTED: Solanum lycopersicum cyclic nucleotide-gated ion channel 1-like (LOC101244669), mRNAGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0005249//voltage-gated potassium channel activity;GO:0005216//ion channel activityGO:0042391//regulation of membrane potentialK05391//c

yclic
nucleotide
gated
channel,
plant

101259235 1788 3.93 1.93 -1.025928 3.62E-11 Down 6.75E-12 LOC101259235 PREDICTED: Solanum lycopersicum glutamate decarboxylase 4 (LOC101259235), mRNANA GO:0004351//glutamate decarboxylase activity;GO:0030170//pyridoxal phosphate bindingGO:0006536//glutamate metabolic processK01580//
glutamate
decarboxy
lase
[EC:4.1.1.
15]

101262338 1658 9.74 4.79 -1.023896 3.50E-24 Down 3.52E-25 LOC101262338 PREDICTED: Solanum lycopersicum syntaxin-121-like (LOC101262338), mRNAGO:0012505//endomembrane system;GO:0031201//SNARE complex;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0048278//vesicle docking;GO:0006887//exocytosis;GO:0016192//vesicle-mediated transportK08486//s
yntaxin
1B/2/3

101267118 1632 13.54 6.66 -1.023634 1.20E-32 Down 9.45E-34 LOC101267118 PREDICTED: Solanum lycopersicum 2-oxoisovalerate dehydrogenase subunit alpha 2, mitochondrial (LOC101267118), mRNANA GO:0016624//oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptorNA K00166//
2-
oxoisoval
erate
dehydroge
nase E1
componen
t alpha
subunit
[EC:1.2.4.
4]

100736519 1734 209.49 103.07 -1.023257 0 Down 0 TCP12 Solanum lycopersicum TCP transcription factor 12 (TCP12), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13035//
beta-
cyano-L-
alanine
hydratase/
nitrilase
[EC:3.5.5.
4
4.2.1.65];
K16221//t
ranscripti
on factor
TCP21
(protein
CCA1
HIKING
EXPEDIT
ION)

104648432 1594 2.09 1.03 -1.020859 1.18E-05 Down 3.46E-06 LOC104648432 PREDICTED: Solanum lycopersicum uncharacterized LOC104648432 (LOC104648432), ncRNANA NA NA NA
101259340 744 316.99 156.25 -1.020581 0 Down 0 LOC101259340 PREDICTED: Solanum lycopersicum protein SENESCENCE-ASSOCIATED GENE 21, mitochondrial-like (LOC101259340), mRNANA NA GO:0006950//response to stressNA
101268692 1654 11.82 5.83 -1.019662 7.63E-29 Down 6.70E-30 LOC101268692 PREDICTED: Solanum lycopersicum uncharacterized LOC101268692 (LOC101268692), mRNANA NA NA K03283//

heat
shock
70kDa
protein
1/2/6/8;K
17609//nu
cleoredoxi
n
[EC:1.8.1.
8]

101266611 2662 4.63 2.29 -1.015665 1.35E-18 Down 1.70E-19 LOC101266611 PREDICTED: Solanum lycopersicum uncharacterized LOC101266611 (LOC101266611), mRNAGO:0016021//integral component of membraneNA GO:0006629//lipid metabolic processK01052//l
ysosomal
acid
lipase/cho
lesteryl
ester
hydrolase
[EC:3.1.1.
13]

101250644 1430 1.88 0.93 -1.01543 0.000106 Down 3.49E-05 LOC101250644 PREDICTED: Solanum lycopersicum lactosylceramide 4-alpha-galactosyltransferase-like (LOC101250644), mRNAGO:0016021//integral component of membraneGO:0016757//transferase activity, transferring glycosyl groupsNA K01988//l
actosylcer
amide 4-
alpha-
galactosyl
transferas
e
[EC:2.4.1.
228]

101247777 1731 2.83 1.4 -1.015375 6.07E-08 Down 1.43E-08 LOC101247777 PREDICTED: Solanum lycopersicum premnaspirodiene oxygenase (LOC101247777), mRNAGO:0016020//membrane;GO:0016021//integral component of membraneGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activityGO:0044550//secondary metabolite biosynthetic processK07418//c
ytochrom
e P450
family 2
subfamily
J
[EC:1.14.
14.1];K00
512//stero
id 17alpha-
monooxy
genase /
17alpha-
hydroxypr
ogesteron
e
deacetylas
e
[EC:1.14.
14.19
1.14.14.3
2];K1547
2//premna
spirodiene
oxygenase
[EC:1.14.
13.121]
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101252574 1048 96.36 47.7 -1.014445 1.17E-140 Down 2.71E-142 LOC101252574 PREDICTED: Solanum lycopersicum probable acetyltransferase NATA1-like (LOC101252574), mRNANA GO:0008080//N-acetyltransferase activityNA K22246//t
yramine
N-
feruloyltra
nsferase
[EC:2.3.1.
110]

101247504 1482 3.53 1.75 -1.012313 2.74E-08 Down 6.30E-09 LOC101247504 PREDICTED: Solanum lycopersicum B-box zinc finger protein 20 (LOC101247504), mRNAGO:0005634//nucleus;GO:0005622//intracellularGO:0000989//transcription factor activity, transcription factor binding;GO:0008270//zinc ion bindingGO:0006355//regulation of transcription, DNA-templated;GO:0009640//photomorphogenesisK12135//z
inc finger
protein
CONSTA
NS;K197
20//collag
en, type
III, alpha

778249 1259 179.51 89 -1.012187 0 Down 0 CIP2b Solanum lycopersicum CONSTANS interacting protein 2b (CIP2b), transcript variant 1, mRNA;PREDICTED: Solanum lycopersicum CONSTANS interacting protein 2b (CIP2b), transcript variant X1, mRNA;Solanum lycopersicum CONSTANS interacting protein 2b (CIP2b), transcript variant 2, mRNA;PREDICTED: Solanum lycopersicum CONSTANS interacting protein 2b (CIP2b), transcript variant X2, mRNAGO:0005634//nucleusGO:0046982//protein heterodimerization activityNA K08066//
nuclear
transcripti
on factor
Y, gamma

101261342 1426 18.51 9.19 -1.010168 1.02E-36 Down 7.40E-38 LOC101261342 PREDICTED: Solanum lycopersicum NAC domain-containing protein 21/22 (LOC101261342), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum NAC domain-containing protein 21/22 (LOC101261342), transcript variant X1, mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13126//
polyadeny
late-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltra
nsferase
[EC:2.3.2.
15]

101244173 2308 1.75 0.87 -1.008268 1.54E-06 Down 4.14E-07 LOC101244173 PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At3g48250, chloroplastic (LOC101244173), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At3g48250, chloroplastic (LOC101244173), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum pentatricopeptide repeat-containing protein At3g48250, chloroplastic (LOC101244173), transcript variant X2, mRNAGO:0005739//mitochondrionNA GO:0008380//RNA splicingK17964//l
eucine-
rich PPR
motif-
containing
protein,
mitochon
drial

101246456 369 7.68 3.82 -1.007534 0.000278 Down 9.65E-05 LOC101246456 PREDICTED: Solanum lycopersicum non-specific lipid-transfer protein 1-like (LOC101246456), mRNAGO:0016020//membraneGO:0008289//lipid bindingGO:0006869//lipid transportNA
543736 2390 13.71 6.82 -1.007385 1.97E-43 Down 1.25E-44 tEG3 PREDICTED: Solanum lycopersicum ss-galactosidase (tEG3), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum ss-galactosidase (tEG3), transcript variant X1, mRNA;Solanum lycopersicum ss-galactosidase (tEG3), mRNAGO:0005618//cell wall;GO:0005773//vacuoleGO:0004565//beta-galactosidase activityGO:0005975//carbohydrate metabolic processK12309//

beta-
galactosid
ase
[EC:3.2.1.
23]

101252968 1980 109.15 54.32 -1.006757 0 Down 0 LOC101252968 PREDICTED: Solanum lycopersicum aldehyde dehydrogenase family 7 member B4 (LOC101252968), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum aldehyde dehydrogenase family 7 member B4 (LOC101252968), transcript variant X1, mRNANA GO:0016491//oxidoreductase activityNA K14085//a
ldehyde
dehydroge
nase
family 7
member
A1
[EC:1.2.1.
31 1.2.1.8
1.2.1.3]

101253864 1809 6.34 3.16 -1.004558 6.51E-17 Down 8.83E-18 LOC101253864 PREDICTED: Solanum lycopersicum UDP-glucose flavonoid 3-O-glucosyltransferase 6-like (LOC101253864), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK03809//
NAD(P)H
dehydroge
nase
(quinone)
[EC:1.6.5.
2];K1293
8//anthocy
anidin 5,3-
O-
glucosyltr
ansferase
[EC:2.4.1.-
];K08237/
/hydroqui
none
glucosyltr
ansferase
[EC:2.4.1.
218]

101247407 627 4.39 2.19 -1.00329 0.000179 Down 6.05E-05 LOC101247407 PREDICTED: Solanum lycopersicum zeatin O-glucosyltransferase-like (LOC101247407), mRNAGO:0043231//intracellular membrane-bounded organelleGO:0080043//quercetin 3-O-glucosyltransferase activity;GO:0080044//quercetin 7-O-glucosyltransferase activity;GO:0016758//transferase activity, transferring hexosyl groupsGO:0008152//metabolic processK13495//c
is-zeatin
O-
glucosyltr
ansferase
[EC:2.4.1.
215]

101261035 593 13.21 6.59 -1.00328 5.98E-11 Down 1.13E-11 LOC101261035 PREDICTED: Solanum lycopersicum uncharacterized LOC101261035 (LOC101261035), mRNANA NA NA NA
101257639 993 12.94 6.46 -1.002232 3.56E-18 Down 4.57E-19 LOC101257639 PREDICTED: Solanum lycopersicum transcription factor BEE 1-like (LOC101257639), mRNANA GO:0046983//protein dimerization activityNA K04733//i

nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K112
53//histon
e
H3;K1212
6//phytoc
hrome-
interactin
g factor 3

101252947 1171 60.93 30.42 -1.002133 2.21E-98 Down 6.86E-100 LOC101252947 PREDICTED: Solanum lycopersicum mitochondrial amidoxime reducing component 2 (LOC101252947), mRNANA GO:0030151//molybdenum ion binding;GO:0003824//catalytic activity;GO:0030170//pyridoxal phosphate bindingNA K15631//
molybden
um
cofactor
sulfurtran
sferase
[EC:2.8.1.
9]

101258448 751 13.96 6.97 -1.002068 1.11E-14 Down 1.68E-15 LOC101258448 PREDICTED: Solanum lycopersicum uncharacterized LOC101258448 (LOC101258448), mRNANA NA NA NA
101263123 1429 53.11 26.52 -1.001903 9.71E-106 Down 2.83E-107 LOC101263123 PREDICTED: Solanum lycopersicum BTB/POZ and TAZ domain-containing protein 1-like (LOC101263123), mRNAGO:0005634//nucleus;GO:0005737//cytoplasm;GO:0019005//SCF ubiquitin ligase complexGO:0004402//histone acetyltransferase activity;GO:0031625//ubiquitin protein ligase binding;GO:0008270//zinc ion binding;GO:0003712//transcription cofactor activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030162//regulation of proteolysis;GO:0006355//regulation of transcription, DNA-templated;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK10523//s

peckle-
type POZ
protein;K
02987//sm
all subunit
ribosomal
protein
S4e

101253557 6043 8.99 4.49 -1.001606 1.24E-78 Down 4.67E-80 LOC101253557 PREDICTED: Solanum lycopersicum probable LRR receptor-like serine/threonine-protein kinase At1g07650 (LOC101253557), mRNANA NA NA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1]

101254816 1688 4.44 2.22 -1 2.31E-11 Down 4.24E-12 LOC101254816 PREDICTED: Solanum lycopersicum aluminum-activated malate transporter 12-like (LOC101254816), mRNAGO:0016021//integral component of membraneNA GO:0015743//malate transportK03695//
ATP-
dependent
Clp
protease
ATP-
binding
subunit
ClpB
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Supplementary Table S3. Expression data of the differentially expressed genes (DEGs) identified by RNA-seq analysis. (B) Expression data of the 84 differentially expressed transcription factors (DETFs) identified by
RNA-seq analysis.

GeneID Length Control
FPKM

PepMV
FPKM

log2FC
(PepMV/Control) Pvalue Transcripts TF_family Symbol Description Cellular

Component
Molecular
Function

Biologica
l Process

Kegg
Orthology

101263989 (Solyc12g096070) 1836 2.14 13.07 2.610576439 5.95E-150 XM_010316518.2 GRF LOC101263989 PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101263989), transcript variant X1, mRNANA NA NA K20496//l
aurate 7-
monooxy
genase
[EC:1.14.
13.206]

101261180 (Solyc02g093420) 2060 5.9 23.46 1.991416154 2.86E-213 XM_004231794.3 NAC LOC101261180 PREDICTED: Solanum lycopersicum NAC domain-containing protein 73 (LOC101261180), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101254394 (Solyc06g075780) 1145 2.26 8.11 1.843379142 1.34E-37 XM_004241199.3 C2H2 LOC101254394 PREDICTED: Solanum lycopersicum zinc finger protein ZAT1-like (LOC101254394), mRNANA GO:0003676//nucleic acid bindingNA NA
101264084 (Solyc02g077610) 1271 3.53 12.37 1.809105412 4.84E-61 XM_010318477.2 NAC LOC101264084 PREDICTED: Solanum lycopersicum NAC domain-containing protein 73 (LOC101264084), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:2000652//regulation of secondary cell wall biogenesis;GO:0006351//transcription, DNA-templated;GO:0045893//positive regulation of transcription, DNA-templatedNA
101248376 (Solyc04g015500) 1199 11.9 35.83 1.59020647 1.19E-135 BGI_novel_T001996ABI3VP1 LOC101248376 PREDICTED: Solanum lycopersicum B3 domain-containing protein At1g49475 (LOC101248376), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA

101248351 1087 0.01 0.24 4.584962501 0.00024506 XM_004232564.3 MYB LOC101248351 PREDICTED: Solanum lycopersicum transcription factor MYB86-like (LOC101248351), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t
ranscripti
on factor
MYB,
plant

101252786 1384 0.05 0.38 2.925999419 8.93E-05 XM_004242184.3 NAC LOC101252786 PREDICTED: Solanum lycopersicum NAC domain-containing protein 30-like (LOC101252786), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK03094//
S-phase
kinase-
associated
protein
1;K13126
//polyade
nylate-
binding
protein

101245410 1412 0.25 1.4 2.485426827 6.84E-13 XM_010329417.2 AP2-EREBP LOC101245410 PREDICTED: Solanum lycopersicum dehydration-responsive element-binding protein 2A-like (LOC101245410), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101261864 1569 0.36 1.79 2.313890776 1.43E-16 XM_004249405.2 GRF LOC101261864 PREDICTED: Solanum lycopersicum growth-regulating factor 3 (LOC101261864), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15601//l
ysine-
specific
demethyl
ase 3
[EC:1.14.
11.-]

101262811 850 0.28 1.1 1.974004791 2.07E-05 XM_010321849.2 MADS LOC101262811 PREDICTED: Solanum lycopersicum agamous-like MADS-box protein AGL104 (LOC101262811), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006355//regulation of transcription, DNA-templated;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09260//
MADS-
box
transcripti
on
enhancer
factor 2A

101246590 749 0.5 1.94 1.956056652 2.01E-07 XM_004250498.2 AP2-EREBP LOC101246590 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor 1B-like (LOC101246590), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14516//
ethylene-
responsiv
e
transcripti
on factor
1

101259870 1082 0.18 0.67 1.896164189 0.00024879 XM_004246133.3 C2H2 LOC101259870 PREDICTED: Solanum lycopersicum putative uncharacterized protein DDB_G0291812 (LOC101259870), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K01870//i
soleucyl-
tRNA
synthetas
e
[EC:6.1.1
.5];K0808
1//tropino
ne
reductase
I
[EC:1.1.1
.206]

104647464 699 0.63 2.14 1.764187063 8.61E-07 XM_010322879.1 MADS LOC104647464 PREDICTED: Solanum lycopersicum agamous-like MADS-box protein AGL82 (LOC104647464), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0046983//protein dimerization activityGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK09260//
MADS-
box
transcripti
on
enhancer
factor 2A

101246259 1247 0.41 1.36 1.729910837 1.68E-07 XM_004242235.3 C2H2 LOC101246259 PREDICTED: Solanum lycopersicum zinc finger protein ZAT4 (LOC101246259), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA NA
101246748 1304 0.44 1.35 1.617383978 3.21E-07 XM_004228325.3 MYB LOC101246748 PREDICTED: Solanum lycopersicum myb-related protein 315-like (LOC101246748), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t

ranscripti
on factor
MYB,
plant

101267169 1192 1.47 4.48 1.607682577 1.59E-18 XM_004231151.3 AP2-EREBP LOC101267169 PREDICTED: Solanum lycopersicum pathogenesis-related genes transcriptional activator PTI6 (LOC101267169), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK13434//
pathogene
sis-related
genes
transcripti
onal
activator
PTI6

101248663 3693 0.47 1.38 1.553935605 2.52E-17 BGI_novel_T001815FHA LOC101248663 PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101248663 (LOC101248663), transcript variant X3, mRNAGO:0005634//nucleusGO:0008081//phosphoric diester hydrolase activity;GO:0008270//zinc ion binding;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;GO:0003676//nucleic acid bindingGO:0006281//DNA repairK10862//t
yrosyl-
DNA
phosphod
iesterase
1
[EC:3.1.4
.-]

101246760 1085 0.69 1.91 1.468904371 3.07E-07 XM_004229745.3 C2C2-YABBY LOC101246760 PREDICTED: Solanum lycopersicum axial regulator YABBY 1 (LOC101246760), mRNANA NA GO:2000024//regulation of leaf development;GO:0010154//fruit development;GO:0009909//regulation of flower development;GO:0010158//abaxial cell fate specification;GO:0010093//specification of floral organ identity;GO:0009933//meristem structural organization;GO:0007275//multicellular organism development;GO:0090706//specification of plant organ position;GO:0009944//polarity specification of adaxial/abaxial axis;GO:1902183//regulation of shoot apical meristem development;GO:0010450//inflorescence meristem growthNA
101262198 1496 2.12 5.63 1.409070658 9.00E-24 BGI_novel_T005248bHLH LOC101262198 Solanum lycopersicum NO FLOWERING IN SHORT DAY-like transcription factor (LOC101262198), mRNANA GO:0046983//protein dimerization activityNA K16190//

glucurono
kinase
[EC:2.7.1
.43];K134
22//transc
ription
factor
MYC2

101254974 1033 1.08 2.78 1.364053571 1.39E-08 XM_004251574.3 ABI3VP1 LOC101254974 PREDICTED: Solanum lycopersicum uncharacterized LOC101254974 (LOC101254974), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101256655 1530 1.05 2.66 1.341036918 1.39E-11 XM_004251750.3 bZIP LOC101256655 PREDICTED: Solanum lycopersicum basic leucine zipper 34-like (LOC101256655), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K20557//t

ranscripti
on factor
VIP1;K04
374//cycli
c AMP-
dependent
transcripti
on factor
ATF-4

101243919 909 3.1 7.76 1.323788437 4.60E-18 XM_004246087.3 GRF LOC101243919 PREDICTED: Solanum lycopersicum growth-regulating factor 9-like (LOC101243919), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK20496//l
aurate 7-
monooxy
genase
[EC:1.14.
13.206];K
15601//ly
sine-
specific
demethyl
ase 3
[EC:1.14.
11.-]

101247176 3257 0.33 0.82 1.313157885 3.92E-08 XM_010314051.2 GRAS LOC101247176 PREDICTED: Solanum lycopersicum scarecrow-like protein 9 (LOC101247176), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum scarecrow-like protein 9 (LOC101247176), transcript variant X1, mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK14494//
DELLA
protein

101250945 1927 1.25 3.06 1.291603558 2.80E-15 XM_010313966.2 FAR1 LOC101250945 PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum WRKY transcription factor 44 (LOC101250945), transcript variant X4, mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0010214//seed coat development;GO:0006351//transcription, DNA-templatedK18835//
WRKY
transcripti
on factor
2

101267047 1396 3.54 8.66 1.290617665 3.22E-29 XM_019215420.1 GRF LOC101267047 PREDICTED: Solanum lycopersicum growth-regulating factor 4-like (LOC101267047), mRNAGO:0005634//nucleusGO:0005524//ATP bindingGO:0032502//developmental process;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15601//l
ysine-
specific
demethyl
ase 3
[EC:1.14.
11.-]

101264349 1215 0.63 1.51 1.261124816 1.76E-05 XM_004244680.3 MYB LOC101264349 PREDICTED: Solanum lycopersicum myb-related protein 315-like (LOC101264349), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t
ranscripti
on factor
MYB,
plant

101055515 987 12.94 30.52 1.237917345 7.95E-65 NM_001279002.1 bHLH LOC101055515 Solanum lycopersicum Hop-interacting protein THI018 (LOC101055515), mRNANA GO:0046983//protein dimerization activityNA K18485//
myogenic
factor
6;K20558
//transcrip
tion
factor
SPEECH
LESS

101257365 1072 0.56 1.32 1.237039197 0.00018879 XM_004238118.3 ABI3VP1 LOC101257365 PREDICTED: Solanum lycopersicum B3 domain-containing protein At5g42700 (LOC101257365), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA
101259032 884 1.7 3.96 1.219965684 9.97E-09 XM_004235189.3 LOB LOC101259032 PREDICTED: Solanum lycopersicum LOB domain-containing protein 21 (LOC101259032), mRNANA NA NA K21994//

LOB
domain-
containin
g protein
18

101253752 2312 0.31 0.72 1.215728691 5.07E-05 XM_004251070.2 C2H2 LOC101253752 PREDICTED: Solanum lycopersicum protein indeterminate-domain 9 (LOC101253752), mRNANA GO:0003676//nucleic acid bindingNA K14794//r
ibosomal
RNA-
processin
g protein
12;K1230
9//beta-
galactosid
ase
[EC:3.2.1
.23]

101266110 1986 1.22 2.82 1.208814015 2.78E-13 XM_004235794.3 bHLH LOC101266110 PREDICTED: Solanum lycopersicum transcription factor ICE1-like (LOC101266110), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor ICE1-like (LOC101266110), transcript variant X1, mRNANA NA NA K13422//t
ranscripti
on factor
MYC2

101246621 757 6.8 15.52 1.190521906 1.97E-24 XM_004236988.2 bHLH LOC101246621 PREDICTED: Solanum lycopersicum transcription factor PRE6-like (LOC101246621), mRNANA GO:0046983//protein dimerization activityNA K17693//
DNA-
binding
protein
inhibitor
ID2

101266372 1413 3.3 7.49 1.182499694 3.10E-22 XM_010326422.2 Sigma70-like LOC101266372 PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum RNA polymerase sigma factor sigD, chloroplastic (LOC101266372), transcript variant X2, mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activity;GO:0016987//sigma factor activityGO:0006352//DNA-templated transcription, initiationK01872//
alanyl-
tRNA
synthetas
e
[EC:6.1.1
.7];K0308
6//RNA
polymera
se
primary
sigma
factor

101255499 1667 7.79 17.22 1.144389909 6.57E-56 XM_004240817.3 bZIP LOC101255499 PREDICTED: Solanum lycopersicum transcription factor RF2b-like (LOC101255499), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K20557//t
ranscripti
on factor
VIP1

101251000 1668 0.45 0.99 1.137503524 0.00018074 XM_004241269.3 C2H2 LOC101251000 PREDICTED: Solanum lycopersicum zinc finger protein WIP3 (LOC101251000), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K14794//r
ibosomal
RNA-
processin
g protein
12;K1230
9//beta-
galactosid
ase
[EC:3.2.1
.23]

101258880 1595 8.56 17.68 1.046435573 1.16E-47 XM_004244583.3 AP2-EREBP LOC101258880 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF061 (LOC101258880), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101265489 3448 5.63 11.43 1.021618576 2.42E-56 XM_019215477.1 Alfin-like LOC101265489 PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum uncharacterized LOC101265489 (LOC101265489), transcript variant X2, mRNANA NA NA K18046//t
yrosine-
protein
phosphata
se OCA6
[EC:3.1.3
.48];K131
96//zinc
finger
protein
ubi-
d4;K0918
8//histone-
lysine N-
methyltra
nsferase
MLL3
[EC:2.1.1
.43];K055
39//tRNA-
dihydrour
idine
synthase
A [EC:1.-
.-.-]

104645444 968 2.56 5.17 1.01402047 3.70E-09 XM_010317128.2 OFP LOC104645444 PREDICTED: Solanum lycopersicum transcription repressor OFP15 (LOC104645444), mRNANA NA NA NA
101252588 (Solyc05g050220) 1960 5.6 0.67 -3.063193826 1.59E-68 XM_010323221.2 bZIP LOC101252588 PREDICTED: Solanum lycopersicum transcriptional activator TAF-1-like (LOC101252588), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcriptional activator TAF-1-like (LOC101252588), transcript variant X2, mRNANA GO:0003700//DNA binding transcription factor activityNA K09060//

plant G-
box-
binding
factor

101248026 (Solyc07g063410) 1418 31.29 3.78 -3.049243519 6.41E-276 NM_001319178.1 NAC JA2L Solanum lycopersicum JA2-like (JA2L), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13126//
polyaden
ylate-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltr
ansferase
[EC:2.3.2
.15]

101256853 (Solyc12g044390) 904 5.98 0.85 -2.814610738 1.27E-31 XM_004252453.3 AP2-EREBP LOC101256853 PREDICTED: Solanum lycopersicum dehydration-responsive element-binding protein 3 (LOC101256853), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101055585 (Solyc01g107170) 1086 13.03 3.3 -1.981299154 1.03E-54 NM_001279257.1 C2H2 ZF2 Solanum lycopersicum ZF2 protein (ZF2), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K05747//
Wiskott-
Aldrich
syndrome
protein
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101263275 (Solyc11g056650) 1965 35.61 9.07 -1.97310798 6.04E-270 XM_004250809.3 bHLH LOC101263275 PREDICTED: Solanum lycopersicum transcription factor bHLH81 (LOC101263275), mRNAGO:0005634//nucleusGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0001046//core promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006366//transcription from RNA polymerase II promoterK12126//
phytochro
me-
interactin
g factor 3

101250001 (Solyc03g121240) 1603 8.25 2.52 -1.710970386 1.16E-42 XM_010320219.2 bHLH LOC101250001 PREDICTED: Solanum lycopersicum transcription factor bHLH87 (LOC101250001), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor bHLH87 (LOC101250001), transcript variant X1, mRNANA GO:0046983//protein dimerization activityNA K16189//
phytochro
me-
interactin
g factor
4;K10863
//aprataxi
n
[EC:3.1.1
1.7
3.1.11.8
3.1.12.2];
K12126//
phytochro
me-
interactin
g factor 3

101244844 411 1.51 0.01 -7.238404739 2.14E-06 XM_004234674.1 bHLH LOC101244844 PREDICTED: Solanum lycopersicum transcription factor HEC2-like (LOC101244844), mRNANA GO:0046983//protein dimerization activityNA K10863//
aprataxin
[EC:3.1.1
1.7
3.1.11.8
3.1.12.2];
K12126//
phytochro
me-
interactin
g factor 3

101248880 791 1.09 0.01 -6.768184325 2.22E-09 XM_004240173.3 MYB LOC101248880 PREDICTED: Solanum lycopersicum transcription factor MYB24-like (LOC101248880), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t
ranscripti
on factor
MYB,
plant

101246841 666 0.87 0.01 -6.442943496 2.14E-06 XM_004243645.3 AP2-EREBP LOC101246841 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF018-like (LOC101246841), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101249086 857 2.01 0.16 -3.651051691 2.24E-13 XM_004240230.3 LOB LOC101249086 PREDICTED: Solanum lycopersicum LOB domain-containing protein 1-like (LOC101249086), mRNANA NA NA K13944//
LOB
domain-
containin
g protein
16;K2199
4//LOB
domain-
containin
g protein
18

101249100 1839 2.38 0.19 -3.64689025 2.47E-33 XM_004243322.3 C3H LOC101249100 PREDICTED: Solanum lycopersicum zinc finger CCCH domain-containing protein 2 (LOC101249100), mRNANA GO:0046872//metal ion bindingNA K15172//t
ranscripti
on
elongatio
n factor
SPT5;K0
7560//D-
tyrosyl-
tRNA(Ty
r)
deacylase
[EC:3.1.-.-
]

101267939 1416 2.54 0.46 -2.465122731 2.40E-19 XM_004248047.3 bHLH LOC101267939 PREDICTED: Solanum lycopersicum transcription factor MYC2-like (LOC101267939), mRNANA GO:0046983//protein dimerization activityNA K13422//t
ranscripti
on factor
MYC2

101251993 1651 0.92 0.18 -2.353636955 3.85E-09 XM_010324134.2 bZIP LOC101251993 PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor TGA2.2 (LOC101251993), transcript variant X1, mRNANA GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14431//t
ranscripti
on factor
TGA

101260767 724 2 0.51 -1.971430848 1.76E-06 XM_004247876.3 AP2-EREBP LOC101260767 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF096 (LOC101260767), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK14516//
ethylene-
responsiv
e
transcripti
on factor
1;K14517
//ethylene-
responsiv
e
transcripti
on factor
2

101250764 1501 2.26 0.69 -1.711654506 3.55E-12 XM_004232741.3 MYB LOC101250764 PREDICTED: Solanum lycopersicum transcription factor MYB80 (LOC101250764), mRNAGO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09422//t
ranscripti
on factor
MYB,
plant

101251084 1787 1.14 0.36 -1.662965013 1.25E-07 XM_004237769.3 AP2-EREBP LOC101251084 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ABR1-like (LOC101251084), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK12900//
FUS-
interactin
g serine-
arginine-
rich
protein
1;K09286
//EREBP-
like factor

101256065 1414 2.73 0.92 -1.569195185 3.06E-12 XM_004234227.3 WRKY LOC101256065 PREDICTED: Solanum lycopersicum probable WRKY transcription factor 41 (LOC101256065), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK13425//
WRKY
transcripti
on factor
22;K1345
9//disease
resistance
protein
RPS2;K1
3457//dis
ease
resistance
protein
RPM1;K1
6225//pro
bable
WRKY
transcripti
on factor
52

101256789 2113 1.65 0.58 -1.508341219 7.22E-11 XM_010325751.2 bHLH LOC101256789 PREDICTED: Solanum lycopersicum putative transcription factor bHLH041 (LOC101256789), mRNANA GO:0046983//protein dimerization activityNA K13422//t
ranscripti
on factor
MYC2

101251889 927 1.57 0.57 -1.461730735 8.03E-05 XM_004240553.2 LOB LOC101251889 PREDICTED: Solanum lycopersicum LOB domain-containing protein 1-like (LOC101251889), mRNANA NA NA K13944//
LOB
domain-
containin
g protein
16;K2199
4//LOB
domain-
containin
g protein
18

101265482 1006 13.2 4.89 -1.432631559 1.01E-31 BGI_novel_T004210bHLH LOC101265482 PREDICTED: Solanum lycopersicum uncharacterized LOC101265482 (LOC101265482), mRNAGO:0090575//RNA polymerase II transcription factor complexGO:0003677//DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006357//regulation of transcription from RNA polymerase II promoterNA
101246932 2814 1.57 0.59 -1.4119777 1.47E-13 XM_010324049.2 MYB LOC101246932 PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X9, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X5, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X4, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X10, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X7, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X12, misc_RNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X11, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X8, mRNA;PREDICTED: Solanum lycopersicum telomere repeat-binding protein 5 (LOC101246932), transcript variant X6, mRNAGO:0000783//nuclear telomere cap complexGO:0003691//double-stranded telomeric DNA bindingGO:0031627//telomeric loop formationK00430//

peroxidas
e
[EC:1.11.
1.7];K032
55//protei
n TIF31

101267355 3159 13.66 5.18 -1.398933481 3.10E-105 XM_010315661.1 bHLH LOC101267355 PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X3, mRNA;PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum transcription factor PIF3 (LOC101267355), transcript variant X1, mRNANA GO:0046983//protein dimerization activityNA K12126//
phytochro
me-
interactin
g factor 3

101263489 1637 23.72 9.48 -1.323145046 5.34E-86 XM_004251602.3 C3H LOC101263489 PREDICTED: Solanum lycopersicum zinc finger CCCH domain-containing protein 20 (LOC101263489), mRNANA GO:0046872//metal ion bindingNA K15172//t
ranscripti
on
elongatio
n factor
SPT5;K0
7560//D-
tyrosyl-
tRNA(Ty
r)
deacylase
[EC:3.1.-.-
]

543645 1261 10.85 4.4 -1.302119614 1.63E-30 NM_001247500.1 WRKY LOC543645 Solanum lycopersicum dicyanin (LOC543645), mRNANA GO:0009055//electron transfer activityNA NA
108511945 856 45.82 18.86 -1.280647783 1.01E-79 NM_001330445.1 AP2-EREBP ERF5 Solanum lycopersicum ethylene response factor 5 (ERF5), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//

EREBP-
like factor

544204 1849 74.56 30.7 -1.280163204 6.90E-289 XM_010321757.2 bZIP AREB PREDICTED: Solanum lycopersicum AREB-like protein (AREB), transcript variant X1, mRNA;Solanum lycopersicum AREB-like protein (AREB), mRNANA GO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityNA K14432//
ABA
responsiv
e element
binding
factor

101250797 1076 3.66 1.53 -1.258311996 3.20E-09 XM_004238868.3 C2H2 LOC101250797 PREDICTED: Solanum lycopersicum zinc finger protein 6 (LOC101250797), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K10773//
endonucle
ase III
[EC:4.2.9
9.18]

101254884 755 6.3 2.64 -1.254813899 1.50E-10 XM_004252770.3 C2H2 LOC101254884 PREDICTED: Solanum lycopersicum zinc finger protein ZAT10-like (LOC101254884), mRNAGO:0005634//nucleusGO:0003676//nucleic acid bindingNA K05747//
Wiskott-
Aldrich
syndrome
protein

101268010 1409 3.4 1.43 -1.249519599 5.44E-11 XM_004243835.3 NAC LOC101268010 PREDICTED: Solanum lycopersicum transcription factor JUNGBRUNNEN 1-like (LOC101268010), transcript variant X1, mRNA;PREDICTED: Solanum lycopersicum transcription factor JUNGBRUNNEN 1-like (LOC101268010), transcript variant X2, mRNANA NA NA K13126//
polyaden
ylate-
binding
protein;K
03094//S-
phase
kinase-
associated
protein 1

101244335 1010 1.91 0.82 -1.219876823 5.94E-05 XM_004232313.3 LOB LOC101244335 PREDICTED: Solanum lycopersicum LOB domain-containing protein 40 (LOC101244335), mRNANA NA NA K13945//
LOB
domain-
containin
g protein
29

101251778 700 3.98 1.75 -1.185413509 3.40E-06 NM_001323315.1 WRKY LOC101251778 Solanum lycopersicum WRKY DNA binding protein 1 (LOC101251778), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK18835//
WRKY
transcripti
on factor
2

101268787 1893 21.21 9.5 -1.158745202 3.19E-73 XM_004246260.3 FAR1 LOC101268787 PREDICTED: Solanum lycopersicum WRKY transcription factor 33B (LOC101268787), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0050832//defense response to fungus;GO:0010120//camalexin biosynthetic process;GO:0009414//response to water deprivation;GO:0009409//response to cold;GO:0006351//transcription, DNA-templated;GO:0042742//defense response to bacterium;GO:0010508//positive regulation of autophagy;GO:0070370//cellular heat acclimation;GO:0010200//response to chitin;GO:0009651//response to salt stressK13424//
WRKY
transcripti
on factor
33

101258849 1085 1.95 0.88 -1.147898695 6.16E-05 XM_004236949.3 bHLH LOC101258849 PREDICTED: Solanum lycopersicum transcription factor bHLH75 (LOC101258849), mRNANA GO:0046983//protein dimerization activityNA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K112
53//histon
e
H3;K121
26//phyto
chrome-
interactin
g factor 3

101248665 1239 22.36 10.28 -1.121079924 1.43E-47 XM_004236996.3 NAC LOC101248665 PREDICTED: Solanum lycopersicum NAC transcription factor 29 (LOC101248665), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK12862//
pleiotropi
c
regulator
1;K03094
//S-phase
kinase-
associated
protein
1;K13126
//polyade
nylate-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltr
ansferase
[EC:2.3.2
.15]

101267548 1164 5.06 2.34 -1.112628855 3.79E-11 NM_001328614.1 AP2-EREBP LOC101267548 Solanum lycopersicum ethylene-responsive transcription factor (LOC101267548), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101244582 1354 19.7 9.15 -1.106351981 3.94E-45 NM_001329523.1 NAC LOC101244582 Solanum lycopersicum NAC transcription factor family protein (LOC101244582), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK03094//
S-phase
kinase-
associated
protein
1;K13126
//polyade
nylate-
binding
protein

101257043 1048 3.51 1.64 -1.097775216 2.80E-07 XM_004234061.3 AP2-EREBP LOC101257043 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor 4-like (LOC101257043), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//
EREBP-
like factor

101260164 1347 125.35 58.65 -1.095758983 5.34E-272 XM_010327256.1 PLATZ LOC101260164 PREDICTED: Solanum lycopersicum uncharacterized LOC101260164 (LOC101260164), mRNANA NA NA NA
101263056 1132 6.57 3.13 -1.069730713 7.12E-13 XM_004229716.3 AP2-EREBP LOC101263056 PREDICTED: Solanum lycopersicum ethylene-responsive transcription factor ERF038-like (LOC101263056), mRNAGO:0005634//nucleusGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templatedK09286//

EREBP-
like factor

101261885 694 4.39 2.11 -1.056977941 9.27E-06 XM_010315247.2 C2H2 LOC101261885 PREDICTED: Solanum lycopersicum zinc finger protein ZAT11-like (LOC101261885), mRNANA GO:0003676//nucleic acid bindingNA NA
101257056 1107 59.15 28.54 -1.051392834 8.10E-99 XM_004235767.3 LOB LOC101257056 PREDICTED: Solanum lycopersicum LOB domain-containing protein 40-like (LOC101257056), mRNANA NA NA NA
101246812 1434 15.94 7.81 -1.029257176 5.65E-35 NM_001316915.1 WRKY LOC101246812 Solanum lycopersicum probable WRKY transcription factor 40 (LOC101246812), mRNAGO:0005634//nucleusGO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0009611//response to wounding;GO:0045892//negative regulation of transcription, DNA-templated;GO:0050832//defense response to fungus;GO:0006351//transcription, DNA-templated;GO:0042742//defense response to bacterium;GO:0002237//response to molecule of bacterial origin;GO:0009751//response to salicylic acid;GO:0010200//response to chitin;GO:0031347//regulation of defense responseK13424//

WRKY
transcripti
on factor
33

100736519 1734 209.49 103.07 -1.023256902 0 NM_001246877.1 TCP TCP12 Solanum lycopersicum TCP transcription factor 12 (TCP12), mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13035//
beta-
cyano-L-
alanine
hydratase/
nitrilase
[EC:3.5.5
.4
4.2.1.65];
K16221//t
ranscripti
on factor
TCP21
(protein
CCA1
HIKING
EXPEDI
TION)

101261342 1426 18.51 9.19 -1.010168129 7.40E-38 XM_019214651.1 NAC LOC101261342 PREDICTED: Solanum lycopersicum NAC domain-containing protein 21/22 (LOC101261342), transcript variant X2, mRNA;PREDICTED: Solanum lycopersicum NAC domain-containing protein 21/22 (LOC101261342), transcript variant X1, mRNAGO:0005634//nucleusGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK13126//
polyaden
ylate-
binding
protein;K
05941//gl
utathione
gamma-
glutamylc
ysteinyltr
ansferase
[EC:2.3.2
.15]

101257639 993 12.94 6.46 -1.002231547 4.57E-19 XM_004252186.3 bHLH LOC101257639 PREDICTED: Solanum lycopersicum transcription factor BEE 1-like (LOC101257639), mRNANA GO:0046983//protein dimerization activityNA K04733//i
nterleukin-
1 receptor-
associated
kinase 4
[EC:2.7.1
1.1];K112
53//histon
e
H3;K121
26//phyto
chrome-
interactin
g factor 3

101263123 1429 53.11 26.52 -1.001902754 2.83E-107 XM_004241479.2 TAZ LOC101263123 PREDICTED: Solanum lycopersicum BTB/POZ and TAZ domain-containing protein 1-like (LOC101263123), mRNAGO:0005634//nucleus;GO:0005737//cytoplasm;GO:0019005//SCF ubiquitin ligase complexGO:0004402//histone acetyltransferase activity;GO:0031625//ubiquitin protein ligase binding;GO:0008270//zinc ion binding;GO:0003712//transcription cofactor activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030162//regulation of proteolysis;GO:0006355//regulation of transcription, DNA-templated;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK10523//
speckle-
type POZ
protein;K
02987//s
mall
subunit
ribosomal
protein
S4e
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Supplementary Table S4. The rice (Oryza sativa) and Arabidopsis thaliana homologs of the highly responsive tomato TFs against PepMV infection

Tomato Gene ID Gene symbol length
(aa)

TF
family Homologs Description length

(aa)
Query
Cover Per. Ident E value

1 Solyc04g015500 Solyc04g015500 245 B3
At3g18990 AP2/B3-like transcriptional factor family protein 341 40% 45.54% 2.00E-23

Os03g0621900 Transcriptional factor B3 domain containing protein 143 39% 34.38% 3.00E-14

2 Solyc02g093420 Solyc02g093420 393 NAC

At3g01600 NAC domain containing protein 44 366 100% 43.04% 3.00E-96

Os02g0594800
No apical meristem (NAM) family protein, Awn development,
Regulation of boundary formation, lateral organ separation and floral
organ identity, NAC50

393 100% 49.01% 4.00E-121

3 Solyc12g096070 GRF4 349 GRF
At3g13960 growth-regulating factor 5 397 33% 60.16% 6.00E-47

Os06g0116200 growth-regulating factor 5 349 93% 45.10% 9.00E-86

4 Solyc02g077610 NAC073 292 NAC
At4g28500 NAC domain containing protein 73 305 76% 72.49% 2.00E-117

Os05g0563000 NAC domain-containing protein 62 315 85% 57.24% 2.00E-115

5 Solyc06g075780 ZAT1-like 323 C2H2
At5g59820 zinc finger protein Zat12 162 81% 45.75% 8.00E-30

Os03g0279700 Similar to ZPT2-12 192 43% 63.01% 2.00E-23
Os01g0838600 Zinc finger, C2H2-like domain containing protein 217 61% 39.85% 1.00E-20

6 Solyc11g056650 bHLH81 441 bHLH
At1g51140 basic helix-loop-helix (bHLH) DNA-binding superfamily protein,

FBH3 379 54% 42.64% 6.00E-50

Os08g0506700 Homolog of Arabidopsis FBH, Control of flowering 400 67% 39.32% 2.00E-46

7 Solyc07g063410 JA2L 356 NAC

At4g27410 NAC (No Apical Meristem) domain transcriptional regulator
superfamily protein, ANAC072, RD26 297 72% 69.62% 1.00E-128

At1g52890 NAC domain containing protein 19 317 71% 63.97% 7.00E-118

Os01g0816100 Plant-specific transcription factor, Regulation of hypersensitive
response (HR) cell death, OsNAC4 319 51% 60.21% 2.00E-79

8 Solyc01g107170 ZF2 310 C2H2

At1g27730 salt tolerance zinc finger, STZ, ZAT10 227 99% 35.76% 1.00E-33
At5g04340 salt tolerance zinc finger, ZAT6 238 99% 34.29% 2.00E-30

Os03g0764100 Zinc finger transcription factor ZF1 270 56% 39.06% 2.00E-26

Os12g0583700 TFIIIA-type zinc finger protein, Tolerance to salt and drought stresses 248 89% 32.41% 6.00E-26

9 Solyc03g121240 bHLH87 380 bHLH
At3g21330 basic helix-loop-helix (bHLH) DNA-binding superfamily protein 373 78% 49.53% 2.00E-79

Os01g0707500 Similar to Transcription factor LAX PANICLE 394 31% 62.10% 1.00E-45
Os01g0566800 Hypothetical conserved gene, bHLH117 467 50% 48.47% 7.00E-45

10 Solyc12g044390 DREB3 143 ERF
At5g11590 Integrase-type DNA-binding superfamily protein, TINY2 236 65% 76.84% 1.00E-49

Os04g0549800 ethylene-responsive transcription factor ERF037 289 64% 71.74% 3.00E-42

11 Solyc05g050220 TAF-1-like 416 bZIP

At2g46270 G-box binding factor 3 359 99% 44.63% 1.00E-94
At4g01120 G-box binding factor 2 360 96% 39.46% 5.00E-67

Os05g0569300 Similar to G-box binding factor 1 381 96% 35.68% 2.00E-62

Os01g0658900 bZIP class abscisic acid responsive element (ABRE)-binding factor,
Salt tolerance 361 100% 32.38% 8.00E-48
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Supplementary Table S5. Identification of distinct signature motifs within the members of each TF family
TF family motif Sequence length (aa)

B3
1 CFCKCGRQKFMQ 12
2 DGHVWKVGL 9
3 GKVWLQDGWQEFVDRYSIKIGYFLIFRYEGNSQFDVFIFDLSGSEIEY 48

GRF
1 YYAYYGKKFDPEPGRCRRTDGKKWRCSKEAYPDSKYCERHMHRGRNRSRK 50
2 PFTAVQWQELEHQALIYKYLVAGVPVPPDLILPIR 35
3 VKQENRPLRPFFDEWPGRKESWSELDEEGSNKNNFSTTQLSISIPM 46

NAC
1 KVLYFYYGKAPKPEKTNWVMHZYHLG 26
2 PGLPPGVKFDPTDEELLEHLECKKVAGNSKPHPLIDEFILT 41
3 ICYTHPENLPGVNKDGTSRHFFHRPSKAYTTGTRKRRKIHT 41

C2H2
1 KVHECSICGKEFPTGQALGGHKRRHYE 27
2 FECKTCNKQFSSYQALGGHKASHKKP 26
3 TEDEYLALCLMLLAR 15

bHLH
1 RKNVGISTDPQTVAARVRRERISERIRVLQELVPGGDKMDT 41
2 ASMLDEAABYJKFLKSQVKALEELRAKCT 29
3 YEPDPEAIAQVKEMIYRAAAFRPVNFGAE 29

bZIP
1 BERELKREKRKQSNRESARRSRLRKQAETEELAVKVEALTAENTSLRSEI 50
2 YPDWAAMQAYYGPRVAPPPYYSSAIAPGH 29
3 MPPPYGAPYAAVYPHGG 17

ERF
1 HPVYRGVRMRSWGKWVSEIREPRKKSRIWLGTFPTPEMAARAHDVAALSI 50
2 KGNAAILNFPELADSLPRPASJSPRDVQ 28
3 EDNLGQGIEPNFGKG 15
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Supplementary Table S6. The cis-elements identified within the promoter regions of the 11 highly differentiated DETFs
Gene Site name Organism Position Strand Matrix score Sequence Function

Solyc04g015500

ABRE Arabidopsis thaliana -705 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -16 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -16 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -632 + 6 TTGACC

Solyc02g093420

ABRE Triticum aestivum -578 + 9 GACACGTGGC cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -432 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -1487 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -1986 + 8 ATTTTAAA
ERE Nicotiana glutinos -526 - 8 ATTTTAAA
ERE Nicotiana glutinos -768 - 8 ATTTTAAA
ERE Nicotiana glutinos -205 - 8 ATTTTAAA
ERE Nicotiana glutinos -1800 + 8 ATTTTAAA
ERE Nicotiana glutinos -746 - 8 ATTTTAAA
TC-rich repeats Nicotiana tabacum -963 + 9 ATTCTCTAAC cis-acting element involved in defense and stress responsiveness
TGACG-motif Hordeum vulgare -1487 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -14 - 6 TTGACC
WUN-motif Nicotiana glutinosa -1675 + 9 AAATTACTA
WUN-motif Nicotiana glutinosa -251 + 8 AAATTACT
WUN-motif Nicotiana glutinosa -1466 - 8 AAATTACT

GRF4

ABRE Arabidopsis thaliana -1720 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -213 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -235 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
CGTCA-motif Hordeum vulgare -132 + 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -993 + 8 ATTTTAAA
ERE Nicotiana glutinos -716 - 8 ATTTTAAA
TGACG-motif Hordeum vulgare -132 - 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -235 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
WUN-motif Nicotiana glutinosa -396 + 9 TAATTACTC
WUN-motif Nicotiana glutinosa -1644 + 8 AAATTACT
WUN-motif Nicotiana glutinosa -177 - 9 TTATTACAT
WUN-motif Nicotiana glutinosa -221 + 9 AAATTACTA

NAC073

ABRE Arabidopsis thaliana -1759 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -622 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -623 - 6 CACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -38 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -516 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
CGTCA-motif Hordeum vulgare -308 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -516 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
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TGACG-motif Hordeum vulgare -308 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -1068 - 6 TTGACC
W box Arabidopsis thaliana -484 + 6 TTGACC
WUN-motif Nicotiana glutinosa -1817 + 9 CCATTTCAA
WUN-motif Nicotiana glutinosa -935 - 8 AAATTACT
WUN-motif Nicotiana glutinosa -936 - 9 AAATTACTA

ZAT1-like

ABRE Arabidopsis thaliana -238 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -86 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -86 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
WUN-motif Nicotiana glutinosa -1485 + 9 AAATTTCTT

bHLH81

ABRE Arabidopsis thaliana -1714 - 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ERE Nicotiana glutinos -1998 - 8 ATTTTAAA
ERE Nicotiana glutinos -165 + 8 ATTTTAAA
TC-rich repeats Nicotiana tabacum -1743 + 9 GTTTTCTTAC cis-acting element involved in defense and stress responsiveness
TC-rich repeats Nicotiana tabacum -1254 - 9 GTTTTCTTAC cis-acting element involved in defense and stress responsiveness

JA2L

ABRE Arabidopsis thaliana -837 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -1180 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Oryza sativa -838 + 8 TACGTGTC cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -573 - 7 TACGGTC cis-acting element involved in the abscisic acid responsiveness
ERE Nicotiana glutinos -1108 + 8 ATTTTAAA
ERE Nicotiana glutinos -348 - 8 ATTTCATA
WUN-motif Nicotiana glutinosa -1654 + 9 TTATTACAT
WUN-motif Nicotiana glutinosa -72 - 9 AAATTTCTT

ZF2

ABRE Arabidopsis thaliana -239 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -1667 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -927 - 6 CACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -1259 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -926 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -1562 + 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -1862 - 8 ATTTTAAA
TGACG-motif Hordeum vulgare -1562 - 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -547 - 6 TTGACC
W box Arabidopsis thaliana -269 + 6 TTGACC
W box Arabidopsis thaliana -362 + 6 TTGACC
WUN-motif Brassica oleracea -1474 + 9 AAATTTCCT wound-responsive element
WUN-motif Nicotiana glutinosa -406 - 8 AAATTACT

bHLH87

ABRE Arabidopsis thaliana -655 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -510 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -1930 - 8 ATTTTAAA
ERE Nicotiana glutinos -1678 - 8 ATTTCATA

NAC073
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ERE Nicotiana glutinos -1857 - 8 ATTTTAAA
ERE Nicotiana glutinos -1102 - 8 ATTTTAAA
TC-rich repeats Nicotiana tabacum -1988 + 9 ATTCTCTAAC cis-acting element involved in defense and stress responsiveness
TC-rich repeats Nicotiana tabacum -790 - 9 ATTCTCTAAC cis-acting element involved in defense and stress responsiveness
TCA-element Nicotiana tabacum -1307 - 9 CCATCTTTTT cis-acting element involved in salicylic acid responsiveness
TGACG-motif Hordeum vulgare -510 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -1968 + 6 TTGACC
W box Arabidopsis thaliana -1341 + 6 TTGACC

DREB3

ABRE Arabidopsis thaliana -1498 - 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -592 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -1419 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -1040 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -1217 + 8 ATTTTAAA
TC-rich repeats Nicotiana tabacum -1447 + 9 ATTCTCTAAC cis-acting element involved in defense and stress responsiveness
TC-rich repeats Nicotiana tabacum -530 + 9 ATTCTCTAAC cis-acting element involved in defense and stress responsiveness
TGACG-motif Hordeum vulgare -1040 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -643 + 6 TTGACC
WUN-motif Nicotiana glutinosa -1319 - 8 AAATTACT
WUN-motif Brassica oleracea -1554 + 9 AAATTTCCT wound-responsive element
WUN-motif Nicotiana glutinosa -1626 + 9 CCATTTCAA

TAF-1-like

ABRE Arabidopsis thaliana -1274 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -158 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Oryza sativa -263 - 8 TACGTGTC cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -171 - 6 CACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -648 - 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -170 + 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
ABRE Arabidopsis thaliana -261 - 5 ACGTG cis-acting element involved in the abscisic acid responsiveness
CGTCA-motif Hordeum vulgare -646 + 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
CGTCA-motif Hordeum vulgare -160 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
CGTCA-motif Hordeum vulgare -219 - 5 CGTCA cis-acting regulatory element involved in the MeJA-responsiveness
ERE Nicotiana glutinos -203 - 8 ATTTTAAA
TCA-element Nicotiana tabacum -148 + 9 CCATCTTTTT cis-acting element involved in salicylic acid responsiveness
TGACG-motif Hordeum vulgare -646 - 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -160 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
TGACG-motif Hordeum vulgare -219 + 5 TGACG cis-acting regulatory element involved in the MeJA-responsiveness
W box Arabidopsis thaliana -771 - 6 TTGACC
WUN-motif Nicotiana glutinosa -904 + 8 AAATTACT
WUN-motif Nicotiana glutinosa -669 - 8 AAATTACT

bHLH87
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