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LPPSAPAPAVAPHPADELRLRALLATLRFCTAPGQLGPRR I EANLRARHFGSAEVAALWAQAPLRTELRERVEPGLDASRASAVAQAI

VGGTAPAKAALETERADRAQ
NTDB id 1102629 D3W47 RS02060 WP 233555423.1 MTSPLFDPPAPVPPDERRALLALRFCAQLGPRRIEALRAHFGSAVAAWQAPLRELREVPGLDARAAQAVGTPAALTRADQ 80
NTDB id 1314 DR RS00625 WP 010886768.1 ....MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALAAPLTELRRVEGLDSRSVAAIGGAKAAEEARA 76
consensus ***** !*** * ! !!! !!!** !!!!!!! !! !!!!! !! !!! !!! !*!!! ! !*! * ! !

logo ELANKRAVAEQERDGVTLLGLRGLPGYPAALDEALGDPPAPAVLWVRGAPGGAELLAPDGLGPTVPHRAS IVGIVGTRAASPHALQAFLTRMTI
LAAGDELAAR

NTDB id 1102629 D3W47 RS02060 WP 233555423.1 ELARVAQEDVTLLLRGLPGYPAALDALGDPPPALWVRGP.....LPDLPTVPRAIGIVGTRAASPHAQAFTRMLAADLAR 155
NTDB id 1314 DR RS00625 WP 010886768.1 ELNKAAERGVTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGELAA 156
consensus !! * ! !!!! !!!!!!!!!!*!!!!!!* !!!!!******!* !*!!!* *!!!!!!!!!!!! ! !! *!**!!

logo AGVI
L
I
VVSGLARGI

VDTAAHGTAALVEAASGEAGSGSLPSTIGVLGSAVDNRVI
VYPRSENAHDRLAAGRLMTVLVVSEYPLDGTGPAQHHFPSTRNRLVI

NTDB id 1102629 D3W47 RS02060 WP 233555423.1 AGVIVVSGLARGIDTAAHGAAVEA.....GGLSIGVLGSAVNRVYPSENARLAARLTLVSEYPLDTGPAQHHFPTRNRLI 230
NTDB id 1314 DR RS00625 WP 010886768.1 AGVLIVSGLARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRMVVVSEYPLGTGPAQHHFPSRNRVI 236
consensus !!!**!!!!!!!*!!!!! !!*!!***** **!!!!!!!! *!! !!* !!*!* *!!!!!! !!!!!!!!!*!!!*!

logo AALSAGTVLVVVEGERKSGSL ITATHALDECGRTVFAVPGRAGDPRAASGPHAL ILRDGAVLTEGSAAQDLVLTELGNWGLSAVPADAPAPLVPD
NTDB id 1102629 D3W47 RS02060 WP 233555423.1 AALSAGTVVVEGERKSGSLITATHALECGRTVFAVPGRAGDPRAAGPHALLRDGAVLTEGAADLLTELGWGSVPDAPLPD 310
NTDB id 1314 DR RS00625 WP 010886768.1 AALSAGVLVVEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLAPAPAVPD 316
consensus !!!!!! *!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!! ! !*!!!! !! ! ***!!

logo LPPTEQARVLARALQTGTPAVTLDDLAVAIATTGLPS ILPDELVQTALVMLNQLLQGLAEYEVGGRWSVRR
NTDB id 1102629 D3W47 RS02060 WP 233555423.1 LPTEQARVLAALTGPVTLDDLVIATGLPLPDVQTALVMLNLLGLAEEVGGRWVRR 365
NTDB id 1314 DR RS00625 WP 010886768.1 LPPEQARVLRALQTPATLDDLAATTGLSIPELQTALVMLQLQGLAYEVGGRWSR. 370
consensus !!*!!!!!! !! ! !!!!! !!!**!**!!!!!!!*! !!! !!!!!! !*
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