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ORF_A6 431 EDMHNLNSLETLSIDYREGL IFPPNLTSLVIWKVKSY-

LELEEELEE L TR PP TE
XP_009379454.1 1198 EDMHNLNSLEELRIDYREGLTFPPNLTSLT IWKVKSCKSLWELEWGLQRL 1247

— 467

ORF_A6 468 ——————PDTVSFPPNMVRMETLLPKSLTRLVINDFPNLKKLSSEGFQ 508

AR A P AT
XP_009379454.1 1248 TSLII1YGEDPDTVSFPPDMVRMETLLPKSLTELIIVGFPNLKKLSSKGFE 1297

ORF_A6 509 FLTSLQYLGLWNCPKLASIPEEGLPPSLEELWIYGCPVLKERCQPGKGRY 558

AR snnnnnnn
XP_009379454.1 1298 FLTSLQSLLSKCPKLASIPEESLPPSLEELSIYRCPVLKERCQPGKGRY 1347

ORF_A6 559 WHKISHIPYIRIDDKEYSEDENEQKRY INGIAYFLSFHGHVFVWFFIKNG 608
XP_009379454.1 1348 $$Llé$léblLléédbi 1364
ORF_A6 609 FAAFINHRQSFDNVVILSAPIEEHAGEVKFEAMVSSLPKEIVCDILLRLP 658
XP_009379454.1 1365 1364
ORF_A6 659 PKALIRCTSVSKPWNSMIKNPSVVHTHLRHTIDFNQFGTHHLLLRDNPVE 708
XP_009379454.1 1365 1364
ORF_A6 709 QNYYLHLDNHAFDEYCKLEYPSVSKRNRFPRVVYSLARGLWSSPRSFDPI 158
XP_009379454.1 1365 1364
ORF_A6 759 WCSLNDGRYQNF ILAIDVDSDGNS IAMFTTTRGRNCPEDFLDIWVMKEYG 808
XP_009379454.1 1365 1364
ORF_A6 809 IEDSWAKLITLKSTGSGKKGALQALMF 835

XP_009379454.1 1365 1364

PURDIE : RX-CC_like

Yel low: NB-ARC

Blue: Leucine-rich repeat domain superfamily

Red: F-box domain

Fig. S2 Pairwise alignment of deduced amino acid sequences between A6, a predicted ORF within A/t region,
and XP_009379454.1.1, the gene most similar to A6, as revealed by a database search. Alignment was performed
using Needle.



