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Figure S7. Alignment of D. mauritiana TAM16 and D. simulans y, v, f
Otd protein sequences 

CLUSTAL O(1.2.4) multiple sequence alignment 
 
 
Dmau_TAM16      MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60 
Dsim            MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60 
Dmau            MAAGFLKSGDLGPHPHSYGGPHPHHSVPHGPLPPGMPMPSLGPFGLPHGLEAVGFSQGVN 60 
                ************************************************************ 
 
Dmau_TAM16      TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWFKNRRAKCR 120 
Dsim            TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWFKNRRAKCR 120 
Dmau            TRKQRRERTTFTRAQLDVLEALFGKTRYPDIFMREEVALKINLPESRVQVWFKNRRAKCR 120 
                ************************************************************ 
 
Dmau_TAM16      QQLQQQQQSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSSSNNNSQSSGGNNSNKS 180 
Dsim            QQLQQQQQSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSSSNNNSQSSGGNNSNKS 180 
Dmau            QQLQQQQQSNSLSSSKNASGGGSGGSCSSSSANSRSNSNNNGSSSNNNSQSSGGNNSNKS 180 
                ************************************************************ 
 
Dmau_TAM16      SQKQGNSQSSQQGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240 
Dsim            SQKQGNSQSSQQGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240 
Dmau            SQKQGNSQSSQQGGGSSGGNNSNNNSAAAAASAAAAVAAAQSIKTHHSSFLSAAAAAASG 240 
                ************************************************************ 
 
Dmau_TAM16      GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAASLNVTAAHQNSSPLLP 300 
Dsim            GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAAALNVTAAHQNSSPLLP 300 
Dmau            GTNQSANNNSNNNNQGNSTPNSSSSGGGGGSQAGGHLSAAAAAAALNVTAAHQNSSPLLP 300 
                ********************************************:*************** 
 
Dmau_TAM16      TPATSVSPVSIVCKKEHLSGGYGSSVGGGGXXXXXXXXXXXXXXXXXXXXXXVGVGVSQD 360 
Dsim            TPATSVSPVSIVCKKEHLSGGYGSSVGGGGGGGGGASSGGLNLGVGVGVGVGVGVGVSQD 360 
Dmau            TPATSVSPVSIVCKKEHLSGGYGSSVGGGGGGGGGASSGGLNLGVGVGVGVGVGVGVSQD 360 
                ******************************                      ******** 
 
Dmau_TAM16      LLRSPYDQLKDAGGDIGAGVHHHHSIYXXAAGSNPRLLQPGGNITPMDSSSSITTPSPPI 420 
Dsim            LLRSPYDQLKDAGGDIGAGVHHHHSIYGSAAGSNPRLLQPGGNITPMDSSSSITTPSPPI 420 
Dmau            LLRSPYDQLKDAGGDIGAGVHHHHSIYGSAAGSNPRLLQPGGNITPMDSSSSITTPSPPI 420 
                ***************************  ******************************* 
 
Dmau_TAM16      TPMSPQSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480 
Dsim            TPMSPQSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480 
Dmau            TPMSPQSAAAAAHAAQSAQSAHHSAAHSAAYMSNHDSYNFWHNQYQQYPNNYAQAPSYYS 480 
                ************************************************************ 
 
Dmau_TAM16      QMEYFSNQNQVNYNMGHSGYTASNFGLSPSPSFTGTVSAQAFSQNSLDYMSPQDKYANMV 540 
Dsim            QMEYFSNQNQVNYNMGHSGYTASNFGLSPSPSFTGTVSAQAFSQNSLDYMSPQDKYANMV 540 
Dmau            QMEYFSNQNQVNYNMGHSGYTASNFGLSPSPSFTGTVSAQAFSQNSLDYMSPQDKYANMV 540 
                ************************************************************ 
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