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NTDB id 1111 NGFG RS09220 WP 003689814.1 .MSDLSV....LSPFAVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLN.LPLTDDESRTFNLMKPDSCCPKCR 74
NTDB id 1061 ABD1 RS18470 WP 001152280.1 .MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQP.IIDHERLTLNKPASSCPACQ 78
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 .MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQP.IIDHEKLTLSKPASSCPACH 78
NTDB id 83447 JLC71 RS00185 WP 200916683.1 MTSDFLVLLQQSPPVFGGFLFVLGLLVGSFLNVVIHRLPKMIEADFRHECSCIDLPLDAPQPPRPHYNLMTPRSRCPHCE 80
NTDB id 1403 DSB67 RS12675 WP 010643256.1 .....MEVFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAE.SFPEYKIEPPKETLTLSVPRSSCQQCG 74
NTDB id 1170 A1552VC RS11080 WP 000418747.1 .....MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAA.SFPEYGITPPEGKLTLSLPRSTCPHCQ 74
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NTDB id 1111 NGFG RS09220 WP 003689814.1 VPIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISLTFIDADTQYLP 154
NTDB id 1061 ABD1 RS18470 WP 001152280.1 QPIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLP 158
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 QPIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLP 158
NTDB id 83447 JLC71 RS00185 WP 200916683.1 HPIGALENIPVISWLVLRGRCRACAAPISPRYPLIELATATLTTWVGLHFGLGASGIAGIALTWALIALIAIDADTYLLP 160
NTDB id 1403 DSB67 RS12675 WP 010643256.1 TQIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIAATFIDLDTMLLP 154
NTDB id 1170 A1552VC RS11080 WP 000418747.1 TPIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIAATFIDFDTLLLP 154
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NTDB id 1111 NGFG RS09220 WP 003689814.1 DSMTLPLIWLGLIFNLDG.GFVPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWLGISALPVLIFV 233
NTDB id 1061 ABD1 RS18470 WP 001152280.1 DRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLL 237
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 DRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLL 237
NTDB id 83447 JLC71 RS00185 WP 200916683.1 DSITLPLLWLGLGINLNA.TFVPLSHAVVGAMAGYLVLWSIFWLFKLITGKEGMGYGDFKLLAALGAWFGWAALPVIILL 239
NTDB id 1403 DSB67 RS12675 WP 010643256.1 DQLTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQSLPMIILL 234
NTDB id 1170 A1552VC RS11080 WP 000418747.1 DQLTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIVLL 234
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NTDB id 1111 NGFG RS09220 WP 003689814.1 SSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 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 83447 JLC71 RS00185 WP 200916683.1 SSVAGAVIGIGQVIAAKRGWGKPIPFGPYLGIAGWLTLMWGATLG...SALFNGLG.... 292
NTDB id 1403 DSB67 RS12675 WP 010643256.1 SSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQIL...NWYFTSILGV.. 289
NTDB id 1170 A1552VC RS11080 WP 000418747.1 SSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKVI...DWYFTTWVGQPL 291
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