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H_sapiens MR—-VFCVGLLLFSV’I‘WAAPTFQPQTEKTKQSCVEEQKQEEKNKDNIGFHHLGKRINQELSSKENI——VQERKKDLSLSEASENKG—SSKSQNYFTNRQRLNKEYSIS———— NKENTHNGLRMSIYPKS—-
T _guttata MQASLACLCLCLLSTALATPVPPPLPRRAAGNCVGQHRILLKSCNAKHGFYIFKYVYSYSTRRNQTQIKKEEAGHQSIIPSHRLDEDNARREPPAGSAGTAPEHSDNSSTEVVEYGIVFKPKNRSTPGISKDGPSPHPGTGTRARGSGGG
G_glllus MRATLFCLCLCLLGTVLPTPVSL--PARARGNCPGQHQILLKGCNTKHGFYIFQYIYSHLMQKNQTQVKKEEGDHQGT IHGHWLGKVDGEAPGQGAGSSHVPEDKDSP-~ —-KTHSHITPASKGEGRALRPGI-
M _gallopavo MRAALFCLCLYLLGTVLPMPVPP--PSRVRGNCPGQHQILLKGCNTKHGFYLFKYIY-YFTRRNQTQVKKEEGDHQGTVHGRWLGKADGEALGQGIGSSHVPEDKESP-— --KPHSHITPASKGEGRALRPSI-
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B sapiens  —-TGNKGFEDGDDAISKLHDQEEYGAALIRNNMQHIMGP-VTATKLLGEENKENTPRNVLNIIPASMNYAKAHSKDKKKPQRDSQAQKS-—— ~PVKSKST—H-—RIQHNIDYLKHLSKVKKIPSDFEG
T guttata  TGPIPSSAEGSGDMD--FVVEVDGGVPIISQGERPSEVVVGNRSSVRSEDKDDDAPRVTPGRGAVVAGRGRAPTTRGAGDEGSGEATVSGQGQEGVKQGTGTG ~GVALSSVTEKMEDVLVDAAGVGEYDYIPASGGVTVTRGS
G _gallus VYPTSTSVEGSGDMGSILLGEIINGEDGLPQSTHPG--~-GPHGDGDGGN-———-—— GVLVDGAVTAGRERASGSEGAGSEGGSHAPVPDQGQA---GTMGTGDSAITSVTDSAITSVTKKE-DVHVDTEGI DEFAYIPDVDAVTITRGQ
M_gallopavo VYPTSTSVEGSGDMGSMLLGEIIDGEDGLPQSTHPG----GPHGDGNGGNGV---TLGVLVDGAVTAGRERATDSEGGG-EDSSHATVPDQGQV-~~GTVGTG-————--- DSAITSVTKKE-DVHVDAEGIDEFAFIPDVDAVTITQGQ
310 320 330 340 350 360 370 380 390 400 430 440 450
| loweoloeealonealoeanls [ leeealonealonenls | | .l leeealonealonealonas leeeelonnalons P
H_sapiens SGYTD---- —LQDISPE@PFKDI PGKGEA-TGPDLEGKDIQTGFAGP . SEAESTHLDTKKPGYNEIPEREEN
T guttata  LGSTDRANGFTQFSPDKDDEVNIFIGRANIHVGEQETTQAGVTVGRENDSIPSVGSGR- —PLRRLDVTAAPSGEDDSIPTHRQPERMATRATP’]@VASSLRDGHLTGEDEEGATTIG ———————— VDRG
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M_gallopavo DGE-—-—-—- THISP-EDE-VKIFVGRPNIQVGENDSSMGSTGATREANVIPMAVTARPHGHPEESATMDTLI AASRSGGHPSVGNSGDGRTATHSGQELGAPSLREGTGDDATVI I TAGGQRGKGRSGQRPMGKHSLPATMTTRG
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H sapiens  GSNDIMGSTNFKELPGREGNRVDAGSQNAHQGKVEF——HYPPAPSKEKRKEGSSDAAESTNYNE-— —IPKNGKGSTRKGVDHSNRNQATLNEKQRFPSKGKSQ—
T guttata  LVTPVTWTVTSGDITSSTVTRIHGKDDDEERGEGQK---SKGKPDRVATTTPHHWDDMEATIT-—————=—=——=—=——————————— VPAKGAGIRPARTTPSVTASSHKAGTGTVLGRGGSGEVGTTTSRPSRVESWPGAGDRVRPE
G_gallus GRGTASSGLTTGDCSTAASTPSRKGSHVVSAGQGESGEVGTAGPERQRARVQQEVAPARGVVGGMVVPEGHRARVQQEVAPARGVVGGMVV PEGHRARTQPEVASAPSTVGKAAPERHRNR-AQQEVAPVPSMVVETVAPERHRARVRPE
M_gallopavo ARGTASLGLTTGDCSTAASTPSRKGSQMSTAGQGESREVGTAGPERQRARAQOEVAPAPGVVG-———============———————— GMVVPEGHGIRTWTEVASAPGIVETAVPERHRNR-ALQEVAPVPSMVGKTVTSERHRARIRPE
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H_sapiens SRGLDNEIKNEM-— . DSFNGPSHE-NIITH--—  GRKYHYVPHRQNNSTRNKGMPQGKGSWG—RQPHSNRR
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G_gallus SARLGQAARPEVAPAPSTGGRIVAPGGHRARVWPGAAPAPGVVGVARPAPSKAYNGDKRVAIGKSTDVPRDPWVWGSAHPQAQHTRGSTVAGGFAHLHRGQRLGGLTEMEHSRQVEQVRHADRLRLHERAVYGLSGVGGPLQPPAYHTDP
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T guttata GSADSSQSSEGD HGSHSESGQAGLQPSGYPQGRWIQGPL
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Figure S2. Aligment of Homo sapiens sequence with the 3 birds in the present study. The functional motif’s dentonin and ASARM in humam are marked with a black box in order to
compare the sequence and the putative location in birds.




Figure S2. Aligment of Homo sapiens sequence with the 3 birds in the present study. The functional motif´s dentonin and ASARM in humam are marked within boxes  in order to compare the sequence and the putative location in bird, the RGD and HGD are marked within red box, SGDG in blue box and ASARM in green box.
