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MFGSNNDKKTPAEPGEKKGL
MFGSFWFLRKRKKPKQQEPTVAPAELQEPAEAEQPVQEDTADALKVESEVAPQIVGNIKEDVESH

LAEQSAVEKAGERASEQSAPAVEVTTV
NTDB id 120125 UIB01 RS01255 WP 038656112.1 MFGSNNDKKTPAEPGEKKGLFGWLRKKPQQPVAEQPAAEPQEDDL......P............HAEQAEAESEQPAVTT 62
NTDB id 1118 NGFG RS11455 WP 003696286.1 ...................MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETV 61
consensus ********************! * !*!* !* * * ! *!! ********************!! * ! * !

logo SEGALLVEPEQPVKPAEETAVAEEI LMPESEPAEGPEAPAEEPERPVEPSAEKPEAPEVAPEPETPVEGEVAGPVAGPQVQVAEAVAPATQTAEEPAHKLGFWAFARLKQGLASKRSTRSDSKS IMAGEKGSLMAGSLV
NTDB id 120125 UIB01 RS01255 WP 038656112.1 SELLPEPPAEAEILPEPEPEPEPEPEPEPEPEPEPEPEVGPAPVVAAVPAQAPAKLGFFARLKQGLSRTSSSIGEGMASL 142
NTDB id 1118 NGFG RS11455 WP 003696286.1 SGAVEQVKETVAEMPSEAGEAAERVESAKEAVAE.TVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGV 140
consensus ! ** ** *! * *!* * *!* *!* *!* * ****! !!* **!!!* !!!!!!! ** ** *! *

logo FGLGGKGKAQIDGDEDLLYDEELETRVL ILTAGDMVGMVEATETAYI
LMKQDNLVRTGRRVSLRKEGLAKDGSGNAELRYGTALKQEAELAYDGL ILKPLVEKQPLVLVDPESGTKERPFYV

NTDB id 120125 UIB01 RS01255 WP 038656112.1 FLGKKAIDDDLLDELETRLLTADVGVEATTAIMQNLTRRVSRKELADSGALYTALQEELAGLLKPVEQPLVVDSGKRPYV 222
NTDB id 1118 NGFG RS11455 WP 003696286.1 FG.GGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFV 219
consensus ! * ! *!! *!!!! !*!*!*!*!!! *! * !!! ! ! ! ! !! ! ! !*!!*! !!!** ! !*!
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VNGAVGKTTSTIGKLAKKYFLQALEQGKKSVLMLAAGDTFRAAARVEQLQAVWGEGRNNS IVPTVIASQHTTGADSAASVCI FDAVQAAKARG
NTDB id 120125 UIB01 RS01255 WP 038656112.1 ILVVGVNGVGKTTTIGKLAKKLQLEGKKVMLAAGDTFRAAAVEQLQVWGERNSIPVIAQHTGADSASVIFDAVQAAKARG 302
NTDB id 1118 NGFG RS11455 WP 003696286.1 IMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARG 298
consensus !** !*!! !!!!*!!!!!! ! !! !*!!!!!!!!!!! !!!! !! !! **!! !*!!*!!! !*!!!!!!!!!!!
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NTDB id 120125 UIB01 RS01255 WP 038656112.1 IDVLIADTAGRLHTKDNLMEELKKVRRVMGKLDESAPHEVLLVLDAGTGQNAINQTKQFNQAVELTGLVLTKLDGTAKGG 382
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGG 378
consensus !!***!!!!!!! ! *!!!!*!!!*!!* ! * !!!!***!!!! !!!!*!! ! ! !* !!!!**!!!!!!!!!!
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VRYIGVGEGIDDLRPTFDEADRAFVDKALFLADERDGA
NTDB id 120125 UIB01 RS01255 WP 038656112.1 VIFALAKQFGTPIRYIGVGEGIDDLRTFEADAFVKALFAERDGA 426
NTDB id 1118 NGFG RS11455 WP 003696286.1 ILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD..... 417
consensus ** !!! * !*!!!!!!!!!!!!!*!*! !!! !! *****
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