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MMEKLQRGDEWKTQRARVQFEACKRAQAIEMHILSFLEPNELPDPYGLKDTIDQTEQPPAIDKI ETDKSEHAGRERTKFLNTLMNSLVYKPDNARSCHTSCQPHKQSA
NTDB id 1111 NGFG RS09220 WP 003689814.1 ....MS.DLSVLSPFAVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLTD...DESRTFNLMKPDSCCPK 72
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 MQDIIAYFIQNLTALY.IAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNP...EQPIIDHEKLTLSKPASSCPA 76
NTDB id 1061 ABD1 RS18470 WP 001152280.1 MQDIIAYFIQNLTALY.IAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNP...EQPIIDHERLTLNKPASSCPA 76
NTDB id 214949 BST96 RS02265 WP 085757127.1 .MTLLE.FLQASPALTIGLTVIIGLLVGSFLNVVIYRLPLMMEKEWKQECRIILELDKDQPPAKTEAKLTLSYPNSHCPS 78
NTDB id 1170 A1552VC RS11080 WP 000418747.1 ....ME.LFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPP...EGKLTLSLPRSTCPH 72
NTDB id 1403 DSB67 RS12675 WP 010643256.1 ....ME.VFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPP...KETLTLSVPRSSCQQ 72
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NTDB id 1111 NGFG RS09220 WP 003689814.1 CRVPIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISLTFIDADTQY 152
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 CHQPIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQL 156
NTDB id 1061 ABD1 RS18470 WP 001152280.1 CQQPIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQL 156
NTDB id 214949 BST96 RS02265 WP 085757127.1 CNNPIKPWQNIPVISYLLLKGQCAHCKTAISIRYPIIEAVTGIMSGILAWYLGASPQLLMALFFTWCLISLTMIDADTQL 158
NTDB id 1170 A1552VC RS11080 WP 000418747.1 CQTPIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIAATFIDFDTLL 152
NTDB id 1403 DSB67 RS12675 WP 010643256.1 CGTQIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIAATFIDLDTML 152
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NTDB id 1111 NGFG RS09220 WP 003689814.1 LPDSMTLPLIWLGLIFNLDGGF.VPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWLGISALPVLI 231
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LPDRFTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIV 235
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LPDRFTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIV 235
NTDB id 214949 BST96 RS02265 WP 085757127.1 LPDQITLPLLWAGLLVNSFGLF.VPLYDAVWGAIGGYLSLWSVYWLFKILTGKEGMGYGDFKLLAALGAWMGWQYLLVII 237
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LPDQLTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIV 232
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LPDQLTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQSLPMII 232
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NTDB id 1111 NGFG RS09220 WP 003689814.1 FVSSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LLSSLLGAIIGIILLKLRN..DNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LLSSLLGAIIGIILLKLRN..DNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 214949 BST96 RS02265 WP 085757127.1 LLSSLVGAVVGSILLAVNKKGRNTTIPFGPYLAAAGWIAFLWGDQI...ISTYLRVSG.IK. 294
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LLSSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKV...IDWYFTTWVGQPL 291
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LLSSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQI...LNWYFTSILGV.. 289
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