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NTDB id 587 KW2 RS10850 WP 042211510.1 .....................MQTDILRLLRPKGKKLALIKQAKLIQLMGNLLNNGFNLGEVINFLALSKLVEKEFVFKMHQGLS 64
NTDB id 430 SGO RS09415 WP 012130941.1 .................MISFLQQDISILSKQKQKKLGTSKQKQVIELFNNLFSSGFHLAETVDFLGRSALLEKNYVQQMRQGLA 68
NTDB id 271 KZH43 RS09260 WP 074196785.1 .......................MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLS 62
NTDB id 230 SPD RS09890 WP 074196785.1 .......................MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLS 62
NTDB id 196 SPR RS09425 WP 074196785.1 .......................MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLS 62
NTDB id 161 SP RS10375 WP 074196785.1 .......................MDISQVFRLRRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRVGLS 62
NTDB id 529 SMSK321 RS09235 WP 080550783.1 .......................MDISQVFRLKRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRTDLS 62
NTDB id 501 SM12261 RS00950 WP 004238896.1 .......................MDISQVFRLKRKKLATAKQKNIITLFNNLFSSGFHLVETISFLDRSALLDKQCVTQMRAGLS 62
NTDB id 20322 SMA 0093 CCF01384.1 MLKKTLKVTNQSAGIQKLKVLLKTDISQLNKQKSKKLPFKKQRKVIQLFNNLFESGFNLTEIVSFLRRSQLLLDIYVERMQESLL 85
NTDB id 395 FSA28 RS09400 WP 257638827.1 ..................MTFLQQDISLKEKHKQKKLKIKKQRKVIQLFNNLFTSGFNLTEIIDFLERSHLLAEIYTKKMRQGLL 67
NTDB id 386 SMU RS09030 WP 255262721.1 ..................MTFLQQDISLKEKHKQKKLKIKKQRKVIQLFNNLFTSGFNLTEIIDFLERSHLLAEIYTKKMRQGLL 67
consensus *!!********!!!***!!***!*!**!!***!!*!*!***!!**!*!********!* *!*

logo

S
N
QGAQLKARHSLFASTE I

M
L
MASEDSLSGCFSKDSNSDAVIVTQI

LASLVSADELVHGNSTLSVQHGKLATSMLQLGLKVI ELSEHYLKSNDKSNMQLLTIAVLKVRKKKLVI EV I
ATYPMVILMVI LLLVIGFL IVLGSVL IMI

W
LGMLKRNYLLPQLSEDRKSQGSN

NTDB id 587 KW2 RS10850 WP 042211510.1 SGKSLSEILESLSFSKNVVTQLALVEVHGNLVGTMQLVELHLKKQLKVKKKLIEVATYPVVLLVFLIGIMWGLKNYLLPQLDKGN 149
NTDB id 430 SGO RS09415 WP 012130941.1 NGQAFSEIMASLGFSDAVVTQLSLAELHGNLSLALLKIEEYLDNLAKVKKKLIEVATYPMMLLGFLVLIMIGLRNYLLPQLSSQ. 152
NTDB id 271 KZH43 RS09260 WP 074196785.1 QGKSFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDSS. 146
NTDB id 230 SPD RS09890 WP 074196785.1 QGKSFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDSS. 146
NTDB id 196 SPR RS09425 WP 074196785.1 QGKSFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDSS. 146
NTDB id 161 SP RS10375 WP 074196785.1 QGKSFSEMMESLGCSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDSS. 146
NTDB id 529 SMSK321 RS09235 WP 080550783.1 QGKSFSEMMESLGFSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLSIMLGLRNYLLPQLDSS. 146
NTDB id 501 SM12261 RS00950 WP 004238896.1 QGKSFSEMMESLGFSSAIVTQLSLAEVHGNLHLSLGKIEEYLDNLAKVKKKLIEVATYPLILLGFLLLIMLGLRNYLLPQLDSS. 146
NTDB id 20322 SMA 0093 CCF01384.1 NGARLATMMADLGFSDSIVTQIALADVHGNSQKSLLKIESYLSSMTVVRKKLIEVATYPLILLLFLILIMLGMKNYLLPQLESQ. 169
NTDB id 395 FSA28 RS09400 WP 257638827.1 NGLHLAEIMSSLGFSDDVVTQLALSEVHGNTQKSLLKIESYLNNLILVKKKLVEVITYPIILLIFLVVIMLGLKNYLLPQLEKG. 151
NTDB id 386 SMU RS09030 WP 255262721.1 NGLHLAEIMSSLGFSDDVVTQLALSEVHGNTQKSLLKIESYLNNLILVKKKLVEVITYPIILLIFLVVIMLGLKNYLLPQLERG. 151
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NTDB id 587 KW2 RS10850 WP 042211510.1 NFATLLINHLPLVFFSVGALIVLLTSLSIIIFKHISALTNFTFLVKVPLVSSFIRLYLTAYFSREWGNLIAQGVELRQIIELMKK 234
NTDB id 430 SGO RS09415 WP 012130941.1 NFATQLIGHLPTIFLLTVLMLLGLTGAIYLVFKGQKRIPVYSFLARLPFVGSFVRIYLTAYYAREWGNMIGQGLELSQIFQIMQE 237
NTDB id 271 KZH43 RS09260 WP 074196785.1 NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQIFQMMQE 231
NTDB id 230 SPD RS09890 WP 074196785.1 NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQIFQMMQE 231
NTDB id 196 SPR RS09425 WP 074196785.1 NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQIFQMMQE 231
NTDB id 161 SP RS10375 WP 074196785.1 NIATQIIGNLPQIFLGMVGLVSVLALLALTFYKRSSKMSVFSILARLPFIGIFVQTYLTAYYAREWGNMISQGMELTQIFQMMQE 231
NTDB id 529 SMSK321 RS09235 WP 080550783.1 NIATQIIGNLPQIFLGMVGLVSLLTLLALTFYKRSSKMRVFSILARIPFLGIFVQTYLTAYYAREWGNMISQGMELTQIFQIMQE 231
NTDB id 501 SM12261 RS00950 WP 004238896.1 NIATQIIGNLPQIFLGMVGFVSVGVLLALTFYKRGSKMRVFSILARIPFLGIFVQTYLTAYYAREWGNMISQGMELTQIFQIMQE 231
NTDB id 20322 SMA 0093 CCF01384.1 NVATQIITHFPTIFLLSIFSIGVLLVCATFYARRLSQIDLYSRISRIPLVGNYVRLYLTAYYAREWGNLIGQGIELMAIVKIMQK 254
NTDB id 395 FSA28 RS09400 WP 257638827.1 NFATRLISNFPILFLLGCCFFILLVGIFTFFSRKISRLHLIGFCSHLPFVGKYLQLYLTAYYAREWGNLIGQGVEMAQIVRLMQD 236
NTDB id 386 SMU RS09030 WP 255262721.1 NFATRLISNFPILFLLGCCFFILLVGIFTFFSRKISRLHLIGFCSHLPFAGKYLQLYLTAYYAREWGNLIGQGVEMAQIVRLMQD 236
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NTDB id 587 KW2 RS10850 WP 042211510.1 QKSRIFAEVGIKLDLGLKAGQNFEQAVSHFSIFLPELSLMIEYGAIKDKLGLELSVYADECWEQFFSKIDRLMQLIQPLIFIFVA 319
NTDB id 430 SGO RS09415 WP 012130941.1 QRSVLFQEIGQDLGQALQNGQEFSDKIASYPFFKKELSLIIEYGEVKSKLGSELEIYALKTWEEFFGRVNRTMNLIQPLVFVFVA 322
NTDB id 271 KZH43 RS09260 WP 074196785.1 QGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 230 SPD RS09890 WP 074196785.1 QGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 196 SPR RS09425 WP 074196785.1 QGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 161 SP RS10375 WP 074196785.1 QGSQLFKEVGQDLAQTLKNGREFSQTIGTYPFFRKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 529 SMSK321 RS09235 WP 080550783.1 QGSQLFKEIGQDLAQSLQNGREFSQTIATYPFFKKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 501 SM12261 RS00950 WP 004238896.1 QGSQLFKEIGQDMAHALQNGQEFSQTIGTYPFFKKELSLIIEYGEVKSKLGSELEIYAEKTWEAFFTRVNRTMNLVQPLVFIFVA 316
NTDB id 20322 SMA 0093 CCF01384.1 QKPLLFQEIGKDMEEALLSGQAFHQKVLGYPFFLRELSLMIEYGEVKSKLGRELDIYAEETWQRFFGKLTQATQLIQPLVFVFVA 339
NTDB id 395 FSA28 RS09400 WP 257638827.1 QKSQLFREIGYDMEKALLSGQEFHQKVLDYPFFLKELSLMIEYGEVKSKLGNELEIYAEETWEHFFAKLKKATQFVQPLIFVFVA 321
NTDB id 386 SMU RS09030 WP 255262721.1 QKSQLFREIGYDMEKALLSGQEFHQKVLDYPFFLKELSLMIEYGEVKSKLGNELEIYAEETWEHFFAKLKKATQFVQPLIFVFVA 321
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NTDB id 587 KW2 RS10850 WP 042211510.1 LMIVLLYAAMLLPIYSNMGSGI 341
NTDB id 430 SGO RS09415 WP 012130941.1 LMIVLLYAAMLLPLYQNMEVHL 344
NTDB id 271 KZH43 RS09260 WP 074196785.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 230 SPD RS09890 WP 074196785.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 196 SPR RS09425 WP 074196785.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 161 SP RS10375 WP 074196785.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 529 SMSK321 RS09235 WP 080550783.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 501 SM12261 RS00950 WP 004238896.1 LIIVLLYAAMLMPMYQNMEVNF 338
NTDB id 20322 SMA 0093 CCF01384.1 LIIVLIYVAMLLPMYQNMGGNF 361
NTDB id 395 FSA28 RS09400 WP 257638827.1 IVIVMIYAAMLLPIYQNMEVNL 343
NTDB id 386 SMU RS09030 WP 255262721.1 IVIVMIYAAMLLPIYQNMEVNL 343
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