
Name p-value Motif Locations

Bradi3g18971.1.p 5.86e-68

Thint.V07G156000 3.44e-72

Zp0006g44041 2.53e-50

ObXM.006648133 1.50e-44

LOCOs02g01090.1 1.94e-45

Zm00001d014917 5.83e-62

Misin07G001200 1.53e-69

Sobic004G000800 1.49e-67

CeJAJHQD010000002 1.32e-70

Sevir.1G000700.1.p 3.43e-74

Pavir1NG015833 2.76e-75

Urofu.1G000600.1.p 2.79e-71

Zp0004g38443 1.29e-73

LpA0A0D9W296 2.31e-95

LOCOs04g08600.1 2.38e-84

Hv1G084730 4.69e-70

Thint.V02G580600 6.27e-66

Bradi5g00676.1.p 6.23e-63

ELECOr074AG0326580 1.71e-74

Zm00001d025051 3.49e-78

Misin11G016100 4.57e-79

Sobic006G018600 4.35e-84

Pavir7KG022609 1.12e-82

Urofu.7G028100.1.p 2.36e-82

CeJAINUN010000005 1.69e-139

Sevir.7G004800.1.p 1.80e-139

ELECOr076AG0534810 3.81e-55

MsAAY17042 6.24e-75

Sb02G197800 1.66e-64

Sb002G197700 1.46e-67

ZlACX94189 3.90e-66

RA1 6.35e-69

Sevir.2G209800.1.p 8.27e-78

CeJAINUN010000007 6.20e-72

Urofu2G205300 1.86e-70

MotifSymbol Motif Consensus
1. SSSSSYTCGYCKREFRSAQALGGHMNVHRRDRARLRHGQSP
2. GDGAEEGLDLELRLG
3. ARAPJPNLNYSPPHPA
4. APPVVYSFFSLAASA
5. MERESDKQQQQ
6. IHLPNILATVAKQCALEKQEQIEETSHANYTGHHSTTPAGHPPTMEGRDH
7. WPPPQVRS
8. PPPNPNPSCTVLDL
9. WYYSCSF

10. LKPLQPWTTTT
11. FPWPPQ
12. VVCSCSST
13. MESRSAARAGDQQH
14. MAVTKGLEVDLELEV
15. AASDGGLAVP

Figure S7. Schematic distribution of conserved motifs in RA1 and RA1-like amino acid sequences identified by MEME. The fifteen motifs are 
represented in different colours. Motif 1 represents the conserved zinc finger domain. Motif 2 represents the conserved EAR domain.  


