Simmonds et al. A splice acceptor site mutation in TaGW2-A1 increases thousand grain weight in tetraploid and hexaploid wheat through wider and longer grains

Online Resource 4: Multiple sequence alignment of closely related proteins to TaGW?2 using ClustalOmega. In yellow is the conserved RING domain and in grey are the three amino
acid residues (EEQ) which are absent from the -9 bp mutant gw2-Al transcript. Protein names include GenBank ID followed by the species genus name. The wheat TaGW2-Al
protein is based on the GenBank nucleotide accession number KP749899.
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--SGIAPSCSRREVVREEGECSTDHLSEGAEAGT--SYAGSD 1 VVDAGTMLPLPFAD----NYSMVASHFRPES I EEQMMYSMAVSLAEA-HGRTH--TQGLAWL -
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