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Additional file 5. Amino acid sequence alignment of wheat EPSPS. ClustalW was used to align
the predicted protein sequences of TaEPSPS-7Al [KP411547], TaEPSPS-7D1 [KP411548], and
TaEPSPS-4A1 [KP411549] from T. aestivum with OSEPSPS [AAL06593]. Asterisks indicate fully
conserved amino acid residues. Plus one (+1) represents the first amino acid of the TaEPSPS-7A1l

+1

-MASNAAAAAAVSLDQAVAASAAFSSRKQLRLPAAARGGMRVRVRARGRREAVVVASASS
MAMAAAATVAASASSSAVSLDRAAPAHPRRLRMPAARAAHRGAVRLWGPRGAAARATS-—

*exon 2 start
SSVAAPAAKAEEIVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVH
VAAPAAPAGAEEVVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVH
————————————————————————————————————————————— GTTVVDNLLNSEDVH
————————————————————————————————————————————— GTTVVDNLLNSEDVH

*hkkkkkkkkkkkk kK

YMLEALKALGLSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVT
YMLEALEALGLSVEADKVAKRAVVVGCGGRFPVEKDAKEEVKLEFLGNAGTAMRPLTAAVV
YMLEALEALGLSVEADKVAKRAVVVGCGGRFPVEKDAKEEVKLFLGNAGTAMRPLTAAVV
YMLEALEALGLSVEADKVAKRAVVVGCGGRFPVEKDAKEEVKLFLGNAGTAMRPLTAAVV

KAKRkAkA K, AAAIAKAAKARKAAKRAXAAAKNAAKAAAA K, A*hkAhAhAAhAkAAhk kA dAAAhA Ak h Ak XAk Ak kx %

AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTECPPVRVKGIGGLPGGKVK
AAGGNATYVLDGVPRMRERPIGDLVVGLQQLGADVDCFLGTNCPPVRINGKGGLPGGKVK
AAGGNATYVLDGVPRMRERPIGDLVVGLQQLGADADCFLGTNCPPVRINGKGGLPGGKVK
AAGGNATYVLDGVPRMRERPIGDLVVGLQQLGADADCFLGTNCPPVRINGKGGLPGGKVK

KAIAAAKAAKRKAIAAAAA AN A XA AR A A AKX Ah ) KA hk* *hkkkhkhkk, |, k%% * Ak kk KAk kK

LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR
LSGSISSQYLSSLLMAAPLALEDVEIEIIDKLISVPYVEMTLKLMEHFGVTAEHSDSWDR
LSGSISSQYLSSLLMAAPLALEDVEIEIIDKLISVPYVEMTLKLMERFGVTAEHSDSWDR
LSGSISSQYLSSLLMAAPLALEDVEIEIIDKLISVPYVEMTLKLMERFGVTAAHSDSWDR

KAk AkA kA Ak, Kk *hkkhkhkhkk hhkk* | hhkk khkkhhkhkkhhkk* K *xkkhkhkk* **x%k **k*x * K *kkk*x*%k%

FYTKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVIVQGCGTTSLQGDVKFAEVLEM
FYTIKGGOQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM
FYTKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVIVEGCGTTSLQGDVKFAEVLEM
FYTIKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTIVEGCGTTSLQGDVKFAEVLEM

KA A KA AR AR AR A AT AR A AR A A A AR AR A A A AR AR A AR AKX Ak hA A Ak A Ak kA Ak Ak hAhk*

MGAKVTWTDTSVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDV
MGAKVTWTDTSVTVTGPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDV
MGAKVTWTDTSVTVTGPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDV
MGAKVTWTDTSVTVTGPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDV

krxhkkhkrkhkhkrhkhkhkkhkhkhkhkrhkhkdx K Kk hhhkhkhkrhkhkrhhkrkhkhkhkhhkhkhkrhkkhkrhkhkrkrhhkxhkxk*k

ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLA
ASWRVKETERMVAIRTELTKLGATVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLA
ASWRVKETERMVAIRTELTKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA
ASWRVKETERMVAIRTELTKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA

kxkhkkhkrkhhkrhkhkhhkhkhkhkrhkhkhhhkrkhk hhhkhkhkrhkhkrhkhkrkhkhkhkhkdx *rxhkhkrhhkrkhkhhkhkhrhkxk*k

ACADVPVTIRDPGCTRKTFPNYFDVLSTFVRN 511
ACAEVPVTIRDPGCTRKTEFPNYEFDVLSTFVKN 510
ACAEVPVTIRDPGCTRKTFPNYFDVLSTEFVKN 407
ACAEVPVTIRDPGCTRKTEFPNYEFDVLSTFVKN 407

kkhkk hkhkkhkkhkkhkkhkkhkkhkkhkkhkhkhkhkhkhkhkhkrkhkikhkrkhkikkx K

protein. The arrow marks the first amino acid of exon 2.
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