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NTDB id 1029 TT RS02230 WP 011228203.1 .............MPVYQYKARDRQGR.LVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALERGPGLKD 66
NTDB id 1169 A1552VC RS11075 WP 000648511.1 .....MKATQTLPLKNYRWKGINSNGK.KVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLA.....RLTHRVKSKD 69
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ......MKTIAPQLKNYRWKGINSSGK.KTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFIT.....KISHRVKGKD 68
NTDB id 1113 AAA85695.1 219..1451( ) MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.........SSKRKITQED 71
NTDB id 1112 NGFG RS09215 WP 003689811.1 MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.........SSKRKITQED 71
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ......MDKNSPPLLTFHYQGINKAGQ.KMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFD.....RKNKKITQAD 68
NTDB id 36774 NHAL RS18660 WP 013034709.1 ......MAQAATKQQIFVWEGANRQGQ.RVKGEVNGKNTSMVKADLRRQGIVPLKVRKKPTPLFG.....RRKKKITPKE 68
NTDB id 1198 PSJM300 03950 AFN76868.1 ......MAQKAIKNSVFTWEGLDRQGA.KIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......AGKKIKPMD 67
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .....MAAKKTQVMPVFAYEGVDRKGI.KLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEG....LLKKKVKPLD 70
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .....MAVKKAQMMPTFAYEGVDRKGV.KIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEG....LFKKKVTTLD 70
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NTDB id 1029 TT RS02230 WP 011228203.1 LAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYVNLVRAGETSGGLD 145
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMSGNLP 149
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGEQSGNLS 148
NTDB id 1113 AAA85695.1 219..1451( ) ITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLE 151
NTDB id 1112 NGFG RS09215 WP 003689811.1 ITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLE 151
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSLD 148
NTDB id 36774 NHAL RS18660 WP 013034709.1 IAIFSRQLATMMSAGVPLVQAFEIIGRGHENASMQALVLNIKGEVEGGGTLAEALKKHPRQFDDLFCNLVNAGEQSGTLE 148
NTDB id 1198 PSJM300 03950 AFN76868.1 IALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLE 147
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLE 150
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALE 150
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NTDB id 1029 TT RS02230 WP 011228203.1 LILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLP 225
NTDB id 1169 A1552VC RS11075 WP 000648511.1 EVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQAYSLW 229
NTDB id 1402 DSB67 RS12670 WP 010643257.1 QVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWTQNWGPF 228
NTDB id 1113 AAA85695.1 219..1451( ) SLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGWM 231
NTDB id 1112 NGFG RS09215 WP 003689811.1 SLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGWM 231
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYWYI 228
NTDB id 36774 NHAL RS18660 WP 013034709.1 TLLDKIATYKEKTEAIKGKIKKALFYPTAVVVVAFIITAILLIFVIPQFQTLFQNFGADLPALTLLVLQLSALFQEWWWA 228
NTDB id 1198 PSJM300 03950 AFN76868.1 TLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWYV 227
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWFI 230
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYWFI 230
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NTDB id 1029 TT RS02230 WP 011228203.1 LLLLAVALFFAYR.WYYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVEE 304
NTDB id 1169 A1552VC RS11075 WP 000648511.1 AFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNVHFET 309
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSGNMHYQL 308
NTDB id 1113 AAA85695.1 219..1451( ) VLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEE 311
NTDB id 1112 NGFG RS09215 WP 003689811.1 VLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEE 311
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYAK 308
NTDB id 36774 NHAL RS18660 WP 013034709.1 IFGGMGVAIYSLIEARRRSRKINHLFDKLLLKLPVIGEILNKATIARYARTLSTMFAAGVPLVEAMASVAGAAGNSVYAQ 308
NTDB id 1198 PSJM300 03950 AFN76868.1 VLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFRS 307
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYEQ 310
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYEK 310
consensus ************* ** ** *** *****!**!**!*** !***!***!!*******!***************!****

logo

G
I
A
I
V
T
D
M
E
L
N
R

A
R
E
K
A
V
I
K
Y
R
D
L
S
R
T
E

K
E
R
D
I
T
V
Q
I
S
A
S
A
Q
TGDTLMQSPQLMF

Q
T
Y
N

A
L
S
F
I

S
T
G
A
L
M
AE
Q
R
I
T
V
A
H
N

C
P
S
T
F
G
Q
H
N
E

A
T
R
V
LFPPTESNLMMAVSVILSQMTSVMSAIGEEATSGQRSAI

L
E
D
K
Q
S
T
E
DMLADSNKI

A
VAANEDTI

Y
FYENRSEFDEVNDEHNMTAVAGDRSWANGLGTSKASAILMI

L
MEPMILMI IMI

L
S
V
A
V
F
I LGTILV I

V
L

NTDB id 1029 TT RS02230 WP 011228203.1 IVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGVI 384
NTDB id 1169 A1552VC RS11075 WP 000648511.1 AINEVYRDTAAGMPMYIAM.RNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFLGTV 388
NTDB id 1402 DSB67 RS12670 WP 010643257.1 AIEEVYRDTAAGMPMYIAM.RHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIVFLGVV 387
NTDB id 1113 AAA85695.1 219..1451( ) ATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGLV 390
NTDB id 1112 NGFG RS09215 WP 003689811.1 ATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGLV 390
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ATDKIREEVATGQQMFIAM.ENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGIL 387
NTDB id 36774 NHAL RS18660 WP 013034709.1 GILRIRDEVSTGTQLQAAM.RNSQLFPNMVVQMVAIGEEAGSIDQMLAKVADFYEEEVDNAVDALSSLLEPLIMAILGVL 387
NTDB id 1198 PSJM300 03950 AFN76868.1 ATNKIKSDVSSGMQLNFSM.RTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVL 386
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AVLKIREDVSTGQQLNFAM.RVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGIL 389
NTDB id 1059 ABD1 RS01610 WP 000279215.1 AVMKIREDVATGQQLQFAM.RISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVL 389
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NTDB id 1029 TT RS02230 WP 011228203.1 VGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1169 A1552VC RS11075 WP 000648511.1 VGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 VGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1113 AAA85695.1 219..1451( ) IGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 IGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VGGLVVAMYLPIFKLGSAV... 406
NTDB id 36774 NHAL RS18660 WP 013034709.1 VGGLVIAMYLPIFKMGSVV... 406
NTDB id 1198 PSJM300 03950 AFN76868.1 VGGLIIAMYLPIFQMGSVV... 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VGGLVIAMYLPIFQMGSVV... 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VGGLVIAMYLPIFQMGSVV... 408
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