
logo

MMS
TPETQRKQLKITDVSAKKLDEKLNLHTAWDLVLHLPLRYEDETHIMP IKDAP IGVPCQVEGEVIHQEVTFKPRKQL IVQI

NTDB id 360931 FAH66 RS01835 WP 137040454.1 .MTPETQKQLKITDVSAKKLEKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *!*!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ADGSGSVLFLRF IHFYASHQKQMTAAVGKR IRAVGE IKHGFYGDEMIHPKIRDAEGSGSGLAESLTPVYPTVNGLNQPTLRR I I
NTDB id 360931 FAH66 RS01835 WP 137040454.1 ADGSGSVLFLRFIHFYASHQKQMAAGKRIRAVGEIKHGFYGDEMIHPKIRDAESSGLAESLTPVYPTVNGLNQPTLRRII 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo QTALDVTPLHDTLPDALLCGRLKLPHLAESLRLLHSPPPSFTIHQLSDGATLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
SGTA

NTDB id 360931 FAH66 RS01835 WP 137040454.1 QTALDVTPLHDTLPDALLGRLKLPHLAESLRLLHSPPPSFTIHQLSDGALPAWQRLKFDELLAQQLSMRLARQKRVSGTA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!* !!!

logo AALGGDGTLTQALRHQALPFALTDAQEKRVVSE ICRRDMAQTHYPMHRLLQGDVGSGKTIVAALSALNTAI ESGAQVAVMAPTE I
NTDB id 360931 FAH66 RS01835 WP 137040454.1 AALGGDGTLTQALRHALPFALTDAQERVVSEIRRDMAQTHPMHRLLQGDVGSGKTIVAALSALNAIESGAQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo LAEQHF IKFKQWLEPLGI
LEVVRWLFSGSLQRKKAKDEAKAKLADGSTVKIAVGTHALFSDDGVAEFHQNLGLTVIVDEQHRFGVAQRFL

NTDB id 360931 FAH66 RS01835 WP 137040454.1 LAEQHFIKFKQWLEPLGLEVVWLSGSQRKKAKDEAKAKLADGTVKIAVGTHALFSDDVEFQNLGLVIVDEQHRFGVAQRF 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!!!!!!!!!!!!!*!!! ! !! !!!!!!!!!!!!!!!*!!!!!!!!!!!!! ! !*!!!! !!!!!!!!!!!!!

logo ALKNKGRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGRTP IKTRLVNNVRRAEVEGFVLGNI
TCRKGQRQAYWVCPL I

NTDB id 360931 FAH66 RS01835 WP 137040454.1 ALKNKGRDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLNICRKGQQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!

logo EESETLQLQTAATEKTLAEQRLQATALPELNIGLVHGRMKAAEKAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAALMVI EHAERM
NTDB id 360931 FAH66 RS01835 WP 137040454.1 EESETLQLQTATKTLEQLQAALPELNIGLVHGRMKAAEKAEVMAEFAAGRLNVLVATTVIEVGVDVPNAALMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !! !! !!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GLAQLHQLRGRVGRGAAESVCVLLFAEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 360931 FAH66 RS01835 WP 137040454.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEQARE I
TAPLML I EQNPE IVEAHLARWLASGSREGYLGV

NTDB id 360931 FAH66 RS01835 WP 137040454.1 DLHLLEQAREIAPLLIEQNPEIVEAHLARWLASREGYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!!!!! !!*!!!!!!!!!!!!!!!!! !!!!!!!
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