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SQGQNSYKLRVKCFCGHSASDS IPEGI FEEGKIVDSPALAE I

L IQELVLKSENGKINSTKQR
NTDB id 72411 myaer102 RS24095 WP 012264475.1 MVSFFKKLLTKKPQGVGLEITPERINIAQIAKQGQNYKLVKCCSSDIPEGIFEEGKIVDSPALAELIQEVLKENKINSKR 80
NTDB id 1411 SGL RS10685 WP 010872897.1 MFSRFTSLFGRKSSGVGLEITPERVNVAQLTSQGQSYKLRKFGHASIPEGIFEEGKIVDSPALAEIIQELLSENGINTKQ 80
consensus ! ! ! ! *!* !!!!!!!!!!*!*!!* !!! !!! !*** !!!!!!!!!!!!!!!!!!!*!!!*! !! !!*!

logo VATAVPMREAS I IR I
M
I
LP I

VPASELDDENQELRDNLMVLNHEAASLYLPYPREEVDLDYQKLGLYFEQDEDGI EKVQVLLVATRRE I
VTDASY

NTDB id 72411 myaer102 RS24095 WP 012264475.1 VATAVPMRESIIRIIPIPSELDDQELRNLVLNHEASLYLPYPREEVDLDYQKLGYFQDEDGIEKVQVLLVATRREITDAY 160
NTDB id 1411 SGL RS10685 WP 010872897.1 VATAVPMREAIIRMLPVPAELDENELRDMVLNHEAALYLPYPREEVDLDYQKLGLFEDEDGIEKVQVLLVATRREVTDSY 160
consensus !!!!!!!!! !!!**!*! !!!**!!! *!!!!!! !!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!*!! !
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ETFQQAGLQVDVLE INSFAL IRTIREHQLRQFGSSNREAAVI

LVDI EFDNSTE IA I IVVDGVPQFSRTVP IGTFYQLMQNALSRAMN
NTDB id 72411 myaer102 RS24095 WP 012264475.1 METFQQAGLQVDVLEINSFALIRTIREHLRQFSSNEAAVIVDIEFDNTEIAIVVDGVPQFSRTVPIGTFQLQNALSRAMN 240
NTDB id 1411 SGL RS10685 WP 010872897.1 LDTFQQAGLQVDVLEINSFALIRTIREQLRQFGSREAAVLVDIEFDSTEIAIIVDGVPQFSRTVPIGTYQMQNALSRAMN 240
consensus **!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! ! !!!!*!!!!!! !!!!!*!!!!!!!!!!!!!!!*!*!!!!!!!!!

logo LPPTSRNSPE I LLQGMTIP I
VTAQFDSTLMSSTNTGTQSGATAPTVNAPGMNTALMRVLMGELTDELRRS INFYLNQSDEELE I

LVQLLLAGPGGGL
NTDB id 72411 myaer102 RS24095 WP 012264475.1 LPTSRSPEILLGMTIPITAFDSLSSNTGTSGAPTNAGMTALMRVLGELTDELRRSINFYLNQSDELEIVQLLLAGPGGGL 320
NTDB id 1411 SGL RS10685 WP 010872897.1 LPPSRNPEILQGMTIPVTQFDTMST....QGTAVNPGMNALMRVMGELTDELRRSINFYLNQSEELELVQLLLAGPGGGL 316
consensus !!*!! !!!! !!!!!*! !!**!***** ! * !*!! !!!!!*!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!

logo

A
IQLDEYFTQRLS IVPTMVAKIDPFI ETASLANI

LDTDTQENFIPSDNI
TERPGSLAGTVLGLGI

LREAV
NTDB id 72411 myaer102 RS24095 WP 012264475.1 AQLDEYFTQRLSVPTMAIDPITSLNLDTTQEIPNTERPGLGTVLGLGLREV 371
NTDB id 1411 SGL RS10685 WP 010872897.1 IQLDEYFTQRLSIPTVKIDPFEALAIDTDQNFSDIERPSLATVLGLGIREA 367
consensus !!!!!!!!!!!*!!* !!! ! *!! ! * !!! !*!!!!!!*!!
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