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NTDB id 587 KW2 RS10850 WP 042211510.1 .............MQTDILRLLRPKGKKLALIKQAKLIQLMGNLLNNGFNLGEVINFLALSKLVEKEFVFKMHQGLSSGK 67
NTDB id 310811 DDV21 RS00760 WP 116878370.1 MSRTVGINKLIGLLRVDILPKKKRGLRKLRLKEQRKIIQLFNNLLESGFTLTEMVIFLKRSQLLADKYTDKMYHVLLNGQ 80
NTDB id 395 FSA28 RS09400 WP 257638827.1 ..........MTFLQQDISLKEKHKQKKLKIKKQRKVIQLFNNLFTSGFNLTEIIDFLERSHLLAEIYTKKMRQGLLNGL 70
NTDB id 386 SMU RS09030 WP 255262721.1 ..........MTFLQQDISLKEKHKQKKLKIKKQRKVIQLFNNLFTSGFNLTEIIDFLERSHLLAEIYTKKMRQGLLNGL 70
NTDB id 430 SGO RS09415 WP 012130941.1 .........MISFLQQDISILSKQKQKKLGTSKQKQVIELFNNLFSSGFHLAETVDFLGRSALLEKNYVQQMRQGLANGQ 71
NTDB id 271 KZH43 RS09260 WP 074196785.1 ...............MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLSQGK 65
NTDB id 230 SPD RS09890 WP 074196785.1 ...............MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLSQGK 65
NTDB id 196 SPR RS09425 WP 074196785.1 ...............MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLSQGK 65
NTDB id 161 SP RS10375 WP 074196785.1 ...............MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLSQGK 65
NTDB id 529 SMSK321 RS09235 WP 080550783.1 ...............MDISQVFRLKRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRTDLSQGK 65
NTDB id 501 SM12261 RS00950 WP 004238896.1 ...............MDISQVFRLKRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRAGLSQGK 65
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NTDB id 587 KW2 RS10850 WP 042211510.1 SLSEILESLSFSKNVVTQLALVEVHGNLVGTMQLVELHLKKQLKVKKKLIEVATYPVVLLVFLIGIMWGLKNYLLPQLDK 147
NTDB id 310811 DDV21 RS00760 WP 116878370.1 GLAEMMAVLGFSDAVFTQLTLAGIHGNTRKSLLRIESYLKSLLLVRQKLIEAGTYPLLLLSFLVLLMLGLKNYLLPQLEE 160
NTDB id 395 FSA28 RS09400 WP 257638827.1 HLAEIMSSLGFSDDVVTQLALSEVHGNTQKSLLKIESYLNNLILVKKKLVEVITYPIILLIFLVVIMLGLKNYLLPQLEK 150
NTDB id 386 SMU RS09030 WP 255262721.1 HLAEIMSSLGFSDDVVTQLALSEVHGNTQKSLLKIESYLNNLILVKKKLVEVITYPIILLIFLVVIMLGLKNYLLPQLER 150
NTDB id 430 SGO RS09415 WP 012130941.1 AFSEIMASLGFSDAVVTQLSLAELHGNLSLALLKIEEYLDNLAKVKKKLIEVATYPMMLLGFLVLIMIGLRNYLLPQLSS 151
NTDB id 271 KZH43 RS09260 WP 074196785.1 SFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDS 145
NTDB id 230 SPD RS09890 WP 074196785.1 SFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDS 145
NTDB id 196 SPR RS09425 WP 074196785.1 SFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDS 145
NTDB id 161 SP RS10375 WP 074196785.1 SFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDS 145
NTDB id 529 SMSK321 RS09235 WP 080550783.1 SFSEMMESLGFSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLSIMLGLRNYLLPQLDS 145
NTDB id 501 SM12261 RS00950 WP 004238896.1 SFSEMMESLGFSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDS 145
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NTDB id 587 KW2 RS10850 WP 042211510.1 GNNFATLLINHLPLVFFSVGALIVLLTSLSIIIFKHISALTNFTFLVKVPLVSSFIRLYLTAYFSREWGNLIAQGVELRQ 227
NTDB id 310811 DDV21 RS00760 WP 116878370.1 N.NFASQILNHFPVFLVSLMFISVVLALIVYLFAQRLPRIRFVAWLSRLPLLGNYIRLYLTAYYAREWGNLVGQGIELTQ 239
NTDB id 395 FSA28 RS09400 WP 257638827.1 G.NFATRLISNFPILFLLGCCFFILLVGIFTFFSRKISRLHLIGFCSHLPFVGKYLQLYLTAYYAREWGNLIGQGVEMAQ 229
NTDB id 386 SMU RS09030 WP 255262721.1 G.NFATRLISNFPILFLLGCCFFILLVGIFTFFSRKISRLHLIGFCSHLPFAGKYLQLYLTAYYAREWGNLIGQGVEMAQ 229
NTDB id 430 SGO RS09415 WP 012130941.1 Q.NFATQLIGHLPTIFLLTVLMLLGLTGAIYLVFKGQKRIPVYSFLARLPFVGSFVRIYLTAYYAREWGNMIGQGLELSQ 230
NTDB id 271 KZH43 RS09260 WP 074196785.1 S.NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQ 224
NTDB id 230 SPD RS09890 WP 074196785.1 S.NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQ 224
NTDB id 196 SPR RS09425 WP 074196785.1 S.NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQ 224
NTDB id 161 SP RS10375 WP 074196785.1 S.NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQ 224
NTDB id 529 SMSK321 RS09235 WP 080550783.1 S.NIATQIIGNLPQIFLGMVGLVSLLTLLALTFYKRSSKMRVFSILARIPFLGIFVQTYLTAYYAREWGNMISQGMELTQ 224
NTDB id 501 SM12261 RS00950 WP 004238896.1 S.NIATQIIGNLPQIFLGMVGFVSVGVLLALTFYKRGSKMRVFSILARIPFLGIFVQTYLTAYYAREWGNMISQGMELTQ 224
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NTDB id 587 KW2 RS10850 WP 042211510.1 IIELMKKQKSRIFAEVGIKLDLGLKAGQNFEQAVSHFSIFLPELSLMIEYGAIKDKLGLELSVYADECWEQFFSKIDRLM 307
NTDB id 310811 DDV21 RS00760 WP 116878370.1 IVQIMQNQKARLFSELGIDMEEGLISGEEFHTKVLDYPFFCKELSLIIEYGEVKSKLGKELEIYAQETWEAFFNQLIKIT 319
NTDB id 395 FSA28 RS09400 WP 257638827.1 IVRLMQDQKSQLFREIGYDMEKALLSGQEFHQKVLDYPFFLKELSLMIEYGEVKSKLGNELEIYAEETWEHFFAKLKKAT 309
NTDB id 386 SMU RS09030 WP 255262721.1 IVRLMQDQKSQLFREIGYDMEKALLSGQEFHQKVLDYPFFLKELSLMIEYGEVKSKLGNELEIYAEETWEHFFAKLKKAT 309
NTDB id 430 SGO RS09415 WP 012130941.1 IFQIMQEQRSVLFQEIGQDLGQALQNGQEFSDKIASYPFFKKELSLIIEYGEVKSKLGSELEIYALKTWEEFFGRVNRTM 310
NTDB id 271 KZH43 RS09260 WP 074196785.1 IFQMMQEQGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
NTDB id 230 SPD RS09890 WP 074196785.1 IFQMMQEQGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
NTDB id 196 SPR RS09425 WP 074196785.1 IFQMMQEQGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
NTDB id 161 SP RS10375 WP 074196785.1 IFQMMQEQGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
NTDB id 529 SMSK321 RS09235 WP 080550783.1 IFQIMQEQGSQLFKEIGQDLAQSLQNGREFSQTIATYPFFKKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
NTDB id 501 SM12261 RS00950 WP 004238896.1 IFQIMQEQGSQLFKEIGQDMAHALQNGQEFSQTIGTYPFFKKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTM 304
consensus !***!**!****!*!*!******! *! *!*********!**!!!!*!!!!**!*!!!*!!**!!***!!*!!*******

logo

Q
N
I
F
L
I
VQP I

L IVFVIAFVAI
L
V
M
I IVML ILYAAMLLMPLIMYSQNI

MGEGSVGHNI
L
F

NTDB id 587 KW2 RS10850 WP 042211510.1 QLIQPLIFIFVALMIVLLYAAMLLPIYSNMGSGI 341
NTDB id 310811 DDV21 RS00760 WP 116878370.1 QIIQPIVFIAVALMIVMIYAAMLLPMYQNIGGNF 353
NTDB id 395 FSA28 RS09400 WP 257638827.1 QFVQPLIFVFVAIVIVMIYAAMLLPIYQNMEVNL 343
NTDB id 386 SMU RS09030 WP 255262721.1 QFVQPLIFVFVAIVIVMIYAAMLLPIYQNMEVNL 343
NTDB id 430 SGO RS09415 WP 012130941.1 NLIQPLVFVFVALMIVLLYAAMLLPLYQNMEVHL 344
NTDB id 271 KZH43 RS09260 WP 074196785.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 230 SPD RS09890 WP 074196785.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 196 SPR RS09425 WP 074196785.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 161 SP RS10375 WP 074196785.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 529 SMSK321 RS09235 WP 080550783.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 501 SM12261 RS00950 WP 004238896.1 NLVQPLVFIFVALIIVLLYAAMLMPMYQNMEVNF 338
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