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NTDB id 1111 NGFG RS09220 WP 003689814.1 .MSD...LSVLSPF.AVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLTDDESRTFNLMKPDSCCPKCRV 75
NTDB id 1061 ABD1 RS18470 WP 001152280.1 .MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQPIIDHERLTLNKPASSCPACQQ 79
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 .MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQPIIDHEKLTLSKPASSCPACHQ 79
NTDB id 35528 HNEAP RS07920 WP 012824445.1 MISTWVGLFNESPILWLSVALILGLLVGSFLNVVIHRLPIMLEQGWRRDCQELLEIAPSTS.PLVYNLITPRSTCPHCQA 79
NTDB id 1170 A1552VC RS11080 WP 000418747.1 .....MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPPEGKLTLSLPRSTCPHCQT 75
NTDB id 1403 DSB67 RS12675 WP 010643256.1 .....MEVFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPPKETLTLSVPRSSCQQCGT 75
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NTDB id 1111 NGFG RS09220 WP 003689814.1 PIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISLTFIDADTQYLPD 155
NTDB id 1061 ABD1 RS18470 WP 001152280.1 PIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPD 159
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 PIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPD 159
NTDB id 35528 HNEAP RS07920 WP 012824445.1 PIKAWQNIPIISWLWLRGKCEHCQHAISIQYPLIELTSGLLTLLAAWHFGVSETAIAVWVFSWILLAAAIIDLKTTLLPD 159
NTDB id 1170 A1552VC RS11080 WP 000418747.1 PIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIAATFIDFDTLLLPD 155
NTDB id 1403 DSB67 RS12675 WP 010643256.1 QIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIAATFIDLDTMLLPD 155
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NTDB id 1111 NGFG RS09220 WP 003689814.1 SMTLPLIWLGLIFNLDG..GFVPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWLGISALPVLIFV 233
NTDB id 1061 ABD1 RS18470 WP 001152280.1 RFTLPLAALGLGIN..TFNIYTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLL 237
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 RFTLPLAALGLGIN..TFNIYTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLL 237
NTDB id 35528 HNEAP RS07920 WP 012824445.1 NLTLPLMWLGLLLALTGFGTTVTLENAVIGAMAGYLSLWSIYWLFKLLTGREGMGYGDFKLLAALGAWLGWQQLPMVLLL 239
NTDB id 1170 A1552VC RS11080 WP 000418747.1 QLTLPLLWGGIALALLGFSP.VSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIVLL 234
NTDB id 1403 DSB67 RS12675 WP 010643256.1 QLTLPLMWTGIALALAGISP.VSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQSLPMIILL 234
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NTDB id 1111 NGFG RS09220 WP 003689814.1 SSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLT....HPVR. 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 SSLLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQIM...KIYLGG........ 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 SSLLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQIM...KIYLGG........ 286
NTDB id 35528 HNEAP RS07920 WP 012824445.1 SAGVGAVVGIGMILFLKHDKRIPIPFGPYLASAGLLSYYFGNTMF...KVVF....GMPGTY 294
NTDB id 1170 A1552VC RS11080 WP 000418747.1 SSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKVI...DWYFTTWVGQPL.. 291
NTDB id 1403 DSB67 RS12675 WP 010643256.1 SSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQIL...NWYFTSILGV.... 289
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