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Table S1



Table S1 Putative miRNA target genes in tea

miRNA Predicted Target Score Target sequence alignment” Annotation/Gene description Target
family miRNA cDNA/EST site”
miRNA 21 GAGUGAACGGGACGAAGGGGU 1
miR164***  cs-miR164 CV013617 3 IIIIIoDoT.TIzIITionzo ﬁTﬁg62580ﬂ12(ﬂ4_280rdawd ORF
Target 151 CUCACCUCCUCUGCUUCUCCA 171 cluster
miRNA 21 GUAGUUGCGACGUGAGUUAUU 1
miR397***  ¢s-miR397b CV699725 0 IIIoITIToITITIIoIzIio Laccase related cluster 5
Target 58 CAUCAACGCUGCACUCAAUAA 78
miRNA 21 GGUCCCUUCUCCGUCACGUC 2
miR408***  cs-miR408 GD254786 0.5 .IIIITITIoIIIzoio No annotation available ORF
Target 118 UCAGGGAAGAGGCAGUGCAG 137
miRNA 21 GGUCCCUUCUCCGUCACGUA 2
cs-miR408 FE942920" 3 .IIIIzIzzozIzIzizof:: Basic blue copper protein 5
Target 34 UCAGGGAAGAGGCAGAGCAG 53
miRNA 22 CUUUACCCGCCUCAUCGUCUUU 1 . .
miR472%* cs-miR472 TA131_4442 0 IIIIcoIToIIToiIooooois CTﬁﬁngwESOSrmosmnalpnnenlL16 ORF
Target 122 GAAAUGGGCGGAGUAGCAGAAA 143 related cluster
miRNA 21 GGGGUGUAGGUUCGACAAACC 1 . .
miR782* cs-miR782 CV014318 0 soIITcoIToIToIIIoIzco 610Str1bosomal protein 1,44 related 3
Target 319 CCCCACAUCCAAGCUGUUUGG 339 cluster
miRNA 22 ACCUUAUGAGUAAAUUCGUUCU 1 DNA bindine d . taini
miR828* cs-miR828 FE943038" 2 IIIIIIoTITIoIIoITIioIT fnaing domain contaning 3
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*Unique miRNA family registered in only one plant species in miRBase; **Moderately conserved miRNA family registered in two plant species in miRBase;

***Highly conserved miRNA family registered in more that two plant species in miRBase. “EST target.

* Each top strand shows the miRNA sequence (3'-5"), and each bottom strand shows the corresponding complementary site within specific mRNA targets (5°-3").

Watson-Crick pairing (two vertical dots) and G:U wobble pairing (single dot) are indicated.

® Target site in mRNA. ORF, open reading frame; 5" and 3, untranslated region at 5" and 3" end of the mRNA, respectively.



