Symbol Motif Logo Consensus sequence Width (aa) E-value
- Motift 1 “heos88/TOS.OKREFROMQALL: IV RRORMRLR.cone sssssvrcmrcrmermsammcommmmaomamaricose 41 9.9¢-1061
- Motif2 oo bRLELRLG GDGAEEGLDLELRLG 15 1.2¢-282
- Motif 3 ARBPJPNLNYSPPHPA 16 1.5-134
- Motif 4 = APPVVYSFFSLAASA 15 1.3¢-080

Motif 5 MEBE&»'%SQ%‘? MERESDKQQ0Q 11 6.2e-032
[ ] Motit6 =l -L NILATVAKQGALEKQEQIEETS NG STTAG. TERD. cecenroarvaocazexqeorsersemnyrazmsrrpacepemachon 50 276021
- Motie7 W QYRS HPPRQVRS 8 2.3e-014
[ Motif 8 L NN SS;!!,\TBL PPPNPNPSCTYLDL 14 1.5e-009
[ Motif 9 “b:2SCSE HYYSCSE 7 3.2¢-005

Motif 10 J.K i LQAWHTT LKPLQPHTTTT 1 1.3e-004
- Motif11  “Esllze FPRPRQ 6 1.6e-004
- Motif12  -VVCSgzaT TCSCSST 8 6.2¢-003
[ Motit 13 “MESRSeem.giare MESRSAARAGDQQH 14 9.6e-004
[ votif 14 MAXTKCLEVOLELEY MEVTKGLEVDLELEY 15 4.6e-001
- Motit1s - AaSDGCeaV AASDGGLAVP 10 6.4¢+000

Figure S8. Motif consensus sequences identified by MEME. The 35 amino acid C2H2 sequences from 16 grass species were used to identify
conserved motifs among them. Fifteen motifs were identified. Motif 1 represents the conserved zinc finger domain. Motif 2 represents the
conserved EAR motif.



