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multiple sequence alignment

MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60
MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60
MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60
Ak hkhkhkhkhkkhkhhkkhhkhhhkhkkhkhkhkkhhkhkhkhkhkhhkhkkhhhkhkhkhkhrhkhkhkhkhkhkhkhkrhhkkhkhkhkrhhkhkkxkhkkxk*
Homeodomain

TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWEFKNRRAKCR 120
TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWFKNRRAKCR 120
TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWFKNRRAKCR 120

hhkhkhkhkhkhkhkhkhkhhkhhkhkhkhhhkhkhkhhhkhkhkhhkhkhkhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkkhhkhhkkkkxk

QQOLOQQQQOSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSSSNNNSQSSGGNNSNKS 180
OOLOOQQOSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSS SNNNSQSSGGNNSNKS 180
QQOLOQOQQQOSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSSSNNNSQSSGGNNSNKS 180

KA A A Ak kA A Ak kA Ak kA A Ak kA A vk kA Ak ko kA Ak hkhkhkhkhkkk Ak hkhk kA Ak kkk ok kkkxk

SQKQGNSQSSQQOGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240
SQKQGNSQSSQQGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240
SQKQGNSQSSQQOGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240
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GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAASLNVTAAHONSSPLLP 300
GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAAALNVTAAHQONSSPLLP 300
GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAAALNVTAAHQNSSPLLP 300
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TPATSVSPVSIVCKKEHLSGGYGSSVGGGGXXXXX XX XXX XXX XKXXXXXXXXVGVGVSQD 360
TPATSVSPVSIVCKKEHLSGGYGSSVGGGGGGGGGAS SGGLNLGVGVGVGVGVGVGVSQD 360
TPATSVSPVSIVCKKEHLSGGYGSSVGGGGGGGGGASSGGLNLGVGVGVGVGVGVGVSQD 360
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LLRSPYDQLKDAGGDIGAGVHHHHS IYXXAAGSNPRLLOQPGGNITPMDSSSSITTPSPPI 420
LLRSPYDQLKDAGGDIGAGVHHHHSIYGSAAGSNPRLLQPGGNITPMDSSSSITTPSPPI 420
LLRSPYDQLKDAGGDIGAGVHHHHSIYGSAAGSNPRLLOQPGGNITPMDSSSSITTPSPPI 420
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TPMSPQSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480
TPMSPQSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480
TPMSPOSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480

Khkkhk kA Ak hhkhk A hAhhk kA hkhkhk kA hhk kA Ak kA Ak hk kA Ak hkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkkx*x%

OMEYFSNQNQVNYNMGHSGYTASNFGLSPSPSFTGTVSAQAFSQONSLDYMSPQDKYANMV 540
OMEYFSNQONQVNYNMGHSGYTASNFGLSPSPSFTGTVSAQAFSONSLDYMSPQODKYANMV 540
OMEYFSNQONQVNYNMGHSGY TASNFGLSPSPSEFTGTVSAQAFSQONSLDYMSPODKYANMV 540
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Figure S7. Alignment of D. mauritiana TAM16 and D. simulans y, v, f
Otd protein sequences



