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Supplementary material:

Table 1: Potential miRNA-Target pairs derived from miRanda above the threshold values. MFE* is calculated from RNAhybrid
Program and Inhibition** is predicted according to the findings of Brodersen et al. (2008).

Cotton miRNA-Target pair Target Score = MFE* % Complem-Inhibition**
miRNA binding (kCal/mol) -entarity
position

AC1 Gene
ghr- ey 3 mﬂ?fff'ﬁ???ﬁﬁ?gfu 5 795-815 166 -28.1 100.00 Cleavage
miR395a,d Def: 5" geaTTTCCICARACACTTTAZ 3
ghr- Ruery: 3" uaeaagELEEUUUEIERAE T 5! 210-230 139 100.00 Cleavage
miR395a,d S sl 280

’ Ref: 5" cagassCCCCACRCATTTCRE 3 :
AC4 Gene
ghr- foeryz A Maafffﬁ????ﬁfﬁu 5" 53.73 139 280 Cleavage
miR395a,d Ref: §' cagasaCCCCAGACATTTCGE 3° 100.00
AV1 Gene
ghr- Query: £ QQIIZ-TT“EJIJ-TI'I-:C-ZT:??TT??JTTT@ 5 688-707 116 -25.2 Cleavage
miR168 Ref: 5' taCATEECTTEIACTCRtge 3° 93.33
ghr- Query: a UECUEQ‘JEQTITL“’I—-"-T??I“-IT?ITQU 5 490-510 128 -22.6 Translation
miR779 Def- 5" actacoTcoRCOCTCRACRac 3° 90.00
ghr- Query: 3 mﬁwwu ' 475495 143 -25.0 Cleavage
miR3476 Ref: 5' troCATAACCACCCOACTACG 3° 88.24
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