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NTDB id 1120195 EL111 RS00755 WP 162843003.1 MAFFDFFRRKKKDNEQETETAASVETTEAAAGEAEQPSEAAADAAVAEETLGQPLGVQAAQTAAVSESKTGRTAETAENA 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..MFSFFRRKKKQETPALEEAQVQETAAKV.................ESEVAQIVGNIKEDVESLAESVKGR........ 53
consensus ** ! !!!!!!! * ! ! !! *****************! **!**! * !! !!********
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VDMPSEVSDGIADTETEAESADRAAENTVQADA
GESTAGVETAVADSTGAVMMPSASAEAASAETLESVEAEKEVAEVRAGEEST

NTDB id 1120195 EL111 RS00755 WP 162843003.1 VDMPSEVSDGIADTETEAESADRAAENTVQADGETGVETAADSTGAVMMPSASAEAASAETLESVEAEKEVAEVRAGEET 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 ................................AESAVETV.......................................S 62
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NTDB id 1120195 EL111 RS00755 WP 162843003.1 ETVKAAEEAVAEQPSENRAESPAAEAVEPETADTASAPVQQPATNEAYGEETENNGIGAEQPPAETLPAAVMETAPEAEP 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 GAVEQVKETVAEMPSEAGEAA...ERVES.............................AKEAVAETVGEAVGQVQEAVAT 110
consensus ! ! !!! !!! ***! !!******************************! **!!!** !! * *

logo

E
T
A
E
E
V
H
SKLPGWAARLKQGLASKSRDKMAKSLAGVFGGGKQIDGEDLYEELETVL ITGSDMGMEATEYLMKDVRGNRVSLKGLKDGANEL

NTDB id 1120195 EL111 RS00755 WP 162843003.1 EAVSKPGWAARLKQGLSKSRDKMAKSLAGVFGGGKIDEDLYEELETVLITSDMGMEATEYLMKDVRNRVSLKGLKDGAEL 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 TEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNEL 190
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logo RGALKEALVYDL IKPLEKQPLVLPESTKEPFVIMLAGINGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAEWGGR
NTDB id 1120195 EL111 RS00755 WP 162843003.1 RGALKEAVYDLIKPLEQPLVLPESKEPFVIMLAGINGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQEWGGR 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 RGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGR 270
consensus !!!!!!!*!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!

logo NGNVTVI SQSTTGDSAAVCFDAVQAAKARGIDI
VVLADTAGRLPTQLHLMEE IKKVKRVLQKAI

MPDGAPHE I IVVLDANIGQNA
NTDB id 1120195 EL111 RS00755 WP 162843003.1 NGVTVISQSTGDSAAVCFDAVQAAKARGIDVVLADTAGRLPTQLHLMEEIKKVKRVLQKAMPDAPHEIIVVLDANIGQNA 480
NTDB id 1118 NGFG RS11455 WP 003696286.1 NNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNA 350
consensus ! !!!!!!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!

logo VNQVKAFDDALGLTGL IVTKLDGTAKGGI LAALAGSDNRP I
VPVRYIGVGEGIDDLRPFDARAGFVDALLD

NTDB id 1120195 EL111 RS00755 WP 162843003.1 VNQVKAFDDALGLTGLIVTKLDGTAKGGILAALAGNRPIPVRYIGVGEGIDDLRPFDARGFVDALLD 547
NTDB id 1118 NGFG RS11455 WP 003696286.1 VNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!
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