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MATFEL YRRSTIGHCL TETLDEHYSSGTL SPEL ATQYL YOFDKSHTERL ENQYKSKYSTKGHL HTYRFCONYTF TL TERSFKNEETTEQVGKYKTVACDSKLLSQ
MATFEL YRRSTIGHCL TETLDEMYSSGTL SPEL ATQVLEQFDKSHTERL ENQVKSKYSTKGHL HTYRFCONVHTF TL TERSFKNEETTEQVGKVKTVACDSKLLSQ
HATFEL YRRSTIGHCL TDTLDDHYSSGAL SPEL ATQYL VOFDKSHTSAL EHQYKSKYTYKGHL HTYRFCONVTF TL TDRTFKNEETTETINKVKTVACDSKLLETKEE
HATFEL YRRSTIGHCL TETLDEMYOSGTL SPEL ATQYL VOFDKSHTERL ESQVKTKYSTKGHL HTYRFCONVTF TL QDAHFKSDDRQENYSRVKTVACDSKLLTQ
HATFEL YRRSTIGHCL TETLDEMVONGTL TPEL ATQVL VOFDKSHTERL ETQVKSKYSTKGHL HTYRFCONVTF TL QDAL FKSEELQETYGRVKTVACDSKLLSQ
HATFEL YRR TTGHCL TETLDEHYSNGIL SPEHATQYPYOFDKSHTERL ETQVKSKYTIKGHL HTYRFCONVTF TL QDAVFKSEECQETYNRVKTVACDSKLLTQ
HATFEL YRRSTTGHCL TETLDEHYSNGTL SPEHATQVLVOFDKSHTERL ETQVKSKYTIKGHL HTYRFCONVTF TL QDAVFKSEECQE TYNRVKTVACDSKLLTQ
HATFELYRRSTIGHCL T#TLD#HYSsGtL SPELATOYLuOFDKSHTEALE . 0VKsKYs KGHLHTYRFCONVHTF TLq#. FKo## . qEt | .-YKIVACDSKLL .q. ..
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Figure 4—source data 1. Amino acid sequence alignment of basal transcription factor IIA gamma subunit (TFIIA() from different species. The 39th and 47th residues of TFIIA(5 are highlighted with red color. The dot indicates an identical amino acid residue. The dash (-) indicates lack of an amino acid residue. TFIIA(5/XA5 (accession number in protein database or GenBank of National Center for Biotechnology Information [http://www.ncbi.nlm.nih.gov]: AAO33769), TFIIA5V39E/xa5 (AAV53715), and TFIIA(1 (NP_001045526) from Oryza sativa; AtTFIIA( (Q39236) from Arabidopsis thaliana;  CsTFIIA( (XP_006433782) from Citrus sinensis; SlTFIIA( (XP_004252721) from Solanum lycopersicum; CaTFIIA( (KU163013) from Capsicum annuum; HsTFIIA( (XP_510452) from Homo sapiens; TOA2 (AAB58717) from Rattus norvegicus; VvTFIIA( (XP_002285630) from Vitis vinifera; ZmTFIIA( (ACG32599) from Zea mays;  SbTFIIA( (XP_002440415) from Sorghum bicolor; MtTFIIA( (XP_003620976) from Medicago truncatula; GmTFIIA( (XP_003519205) from Glycine max; DrTFIIA( (NP_001018441) from Danio rerio; BdTFIIA( (XP_003569111) from Brachypodium distachyon; DmTFIIA( (NP_524467) from Drosophila melanogaster.
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