
logo

MMS
TPETQRKQLKITDVSAKKLDEKLNLHTAWDLVLHLPLRYEDETHIMP IKDAP IGVPCQVEGEKVIHQEVTFKPRKQL IVQI

NTDB id 304975 DV114 RS01955 WP 114926515.1 .MTPETQKQLKITDVSAKKLEKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGKVIHQEVTFKPRKQLIVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *!*!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!

logo ADGSGS IVLFLRF IHFYASHNQKQMTAVGKR IRAVGE IKHGFHYGDEMIHPKIRDAEGSGSGLAESLTP I
VYPTVNGLNQPTLRR I I

NTDB id 304975 DV114 RS01955 WP 114926515.1 ADGSGSILFLRFIHFYASNQKQMAVGKRIRAVGEIKHGFHGDEMIHPKIRDAESSGLAESLTPIYPTVNGLNQPTLRRII 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!*!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!!!!

logo QTALDVTPLHDTLPDALLCGRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
SGSTA

NTDB id 304975 DV114 RS01955 WP 114926515.1 QTALDVTPLHDTLPDALLGRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVSGSA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !*!

logo

A
TALGGDGTLTQALRHQALPFALTDAQEKVVSE ICRDMAQTHYPMHRLLQGDVGSGKTIVAALSALTAI ESGAQVAVMAPTE I

NTDB id 304975 DV114 RS01955 WP 114926515.1 TALGGDGTLTQALRHALPFALTDAQEKVVSEICRDMAQTHPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAEQHF IKFKQWLEPLGI
LEVVRWLFSGSLQRKKAKDEAKAKLADGASVKIAVGTHALFSDDGVAEFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 304975 DV114 RS01955 WP 114926515.1 LAEQHFIKFKQWLEPLGLEVVWLSGSQRKKAKDEAKAKLADGAVKIAVGTHALFSDDVEFQNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!!!!!!!!!!!!!*!!! ! !! !!!!!!!!!!!!!!! !!!!!!!!!!!!! ! !*!!!! !!!!!!!!!!!!!!

logo ALKNKGRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDEQLPPGRTP IKTRLVNNVRRAEVEGFVLGNI
TCRKGQRQAYWVCPL I

NTDB id 304975 DV114 RS01955 WP 114926515.1 ALKNKGRDVHQLMMSATPIPRTLAMSFFADLDVSVIDQLPPGRTPIKTRLVNNVRRAEVEGFVLNICRKGQQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!

logo EESETLQLQTAATETLAEQRLQATALPELNIGLVHGRMKAAEKAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAALMVI EHAERM
NTDB id 304975 DV114 RS01955 WP 114926515.1 EESETLQLQTATETLEQLQAALPELNIGLVHGRMKAAEKAEVMAEFAAGRLNVLVATTVIEVGVDVPNAALMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !!! !! !!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GLAQLHQLRGRVGRGAAESVC I
VLLFAEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE

NTDB id 304975 DV114 RS01955 WP 114926515.1 GLAQLHQLRGRVGRGAAESVCILLFAEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEQARE I
TAPLML I EQNPE IVEAHLARWLSGSREGYLGV

NTDB id 304975 DV114 RS01955 WP 114926515.1 DLHLLEQAREIAPLLIEQNPEIVEAHLARWLSSREGYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!!!!! !!*!!!!!!!!!!!!!!!!!! !!!!!!!
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