
logo MNMKDMIDIRTTNFYDQTELI FLYRKLMQVPKW
L
G
K
G
K
V
A
SGIDKIM

L
S
TNI

L
Q
N
T
G
Q
L
V
I
N
L
A
E
N
K
I
L
V
I
L
K
N
D
E
F
Y
D
E
F
Q
G
D
R
E
K
V
R
N
A
H
T
Y
V
E
F
Q
D
A
K
R
Q
Q
S
K
E
I
M
L
G
T
S
L
W
LRGAQDLMIGQAEIQRVDRVIRASEKQWGFNVCKRAKPSNEIVPLPAI

K
N
VF IMEHPQSRAYLKFSVNQLWQI SDQSVDKAAKRHLERSAEKDQEYFENKQGRTK

NTDB id 1361 HI 0985 AAC22646.1 MNDITYTLLRLMQVPKLGGVGIDKILSNITLNELLNYDDVAFRQMGWGAIQIRRWFKPEAKFIEPALVWSQK......EG 74
NTDB id 407 SMU RS04605 WP 002262865.1 ..MDNFQLFK......LKKAG....LTNLNILNIIDYEERTQKSLSLRDMAVVSKNKKPLIFMEHYKNLDSKALRKEFNR 68
NTDB id 525 SMSK321 RS06295 WP 000705298.1 MKITNYEIYK......LKKSG....LTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDDAHLEKEFKK 70
NTDB id 267 KZH43 RS05590 WP 000705306.1 MKITNYEIYK......LKKSG....LTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDDAHLSKEFQK 70
NTDB id 226 SPD RS05990 WP 000705306.1 MKITNYEIYK......LKKSG....LTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDDAHLSKEFQK 70
NTDB id 192 SPR RS05715 WP 000705306.1 MKITNYEIYK......LKKSG....LTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDDAHLSKEFQK 70
NTDB id 157 SP RS06205 WP 000705306.1 MKITNYEIYK......LKKSG....LTNQQILKVLEYGENVDQELLLGDIADISGCRNPAVFMERYFQIDDAHLSKEFQK 70
NTDB id 497 SM12261 RS05565 WP 000705318.1 MKITNYEIYK......LKKSG....LTNQQVLAVLEYGENVDQELLLGDIAEISGCRNPAVFMERYFQIDDAHLEKEFQK 70
NTDB id 100315 AACH30 RS05055 WP 265148857.1 .MIRNFEILR......LKKAG....MSNLGILKLIDYQERHEAKLTLRQLARIAEVKAVPNFIESYKSQDVKRLREQYKT 69
NTDB id 599 KW2 RS05940 WP 021037268.1 .MITNFDLFR......WKKAG....MTNLGVNKLLKFFRKYDRKISLRQMGQVAQVKSIPNFIEQYKNQDVKKLRADYKK 69
consensus ********** ****! **!*********************************!*!********** *****

logo

I
N
F
H
S
P
L
S
L
V
F
N
S
Y
I
F
L
S
D
K
P
D
E
F
I
L
CYPFLEWELRWDLRKSNQEMTIAYSNDFPAPPTVL ILFVYQKGDNI

L
K
T
D
A
LLANSKNQRFRPQKMLVGAMFVVGSRELNSYAMACGTSTQKEMSYQAGEIPVAAYKAIWSATVQYKEHKFLIVAVI ETQDEGLKNSELAKQNGQSEFLTVI ITVSGLALRKGVIDGTHSA

NTDB id 1361 HI 0985 AAC22646.1 NHLVNYFSPFYPFLLKQTASFPPLLFVKGNLTALSQRQMAMVGSRYCTTYGEYWAKHFATELSLAGFTITSGLALGIDGH 154
NTDB id 407 SMU RS04605 WP 002262865.1 FPSLSILDKEYPLELKNIYNPPVLLFYQGDLDLLARPKLAVVGSRNASQMGVAAVKKIIQDLS.KQFVIISGLARGIDTA 147
NTDB id 525 SMSK321 RS06295 WP 000705298.1 IPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRSCSKQGAKSVEKIIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 267 KZH43 RS05590 WP 000705306.1 FPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 226 SPD RS05990 WP 000705306.1 FPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 192 SPR RS05715 WP 000705306.1 FPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 157 SP RS06205 WP 000705306.1 FPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 497 SM12261 RS05565 WP 000705318.1 FPSFSILDDCYPWDLSEIYDAPVLLFYKGNLDLLKFPKVAVVGSRACSKQGAKSVEKVIQGLE.NELVIVSGLAKGIDTA 149
NTDB id 100315 AACH30 RS05055 WP 265148857.1 FPSFSILDDIYPEWLKEMYNPPTLLFYQGNLKLLNFPKLGFVGSREMSKEAPKITYKLIEELK.QSFVIVSGLARGVDTS 148
NTDB id 599 KW2 RS05940 WP 021037268.1 FSSFSILDDLYPERLREIYNPPVLIFYQGNIDLLKNPKLAFVGSRLAGQSGIKSVQKIVTELN.QSFTIVSGLAKGIDTA 148
consensus **********!!**!******!*!*!**!****!*******!!!!****************!* ****!*!!!!*!*!**

logo

C
S
AHQVLMS

A
S
V
A
V
I
L
N
K
Q
I
Q
S
T
N
K
Q
G
T
G
A
Q
P
KTIAVLIGNSTGLEDQIVHISFYPLSKKEAHNQRKKR I

L
S

Q
A
E
D
Q
Y
I L
I
E
S
A
G
T
K
N
H
Y
N
D
E
G
Q
H
A
LLVVLSEFYESLGALVPNQGQSEAKPQP I

L
A
K
A
Y
F
N
HFPREARNR I I SAGLSCQVRGI

T
V
L
M
V
IVVAEATKEILQMKRS

NTDB id 1361 HI 0985 AAC22646.1 CHQAVVNIQGQTIAVLGSGLEQIYPSKHQRLSAQIIENNGALVSEFLPNQAPIAANFPRRNRIISGLSVGTLVVEATEKS 234
NTDB id 407 SMU RS04605 WP 002262865.1 AHLASLKSGGATIAVIGTGLDVHYPKENRRLQDY.IAKNHLLLSEYEAQSQPLKYHFPERNRIIAGLSQGVMVAEAKIRS 226
NTDB id 525 SMSK321 RS06295 WP 000705298.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.ISNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 267 KZH43 RS05590 WP 000705306.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.IGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 226 SPD RS05990 WP 000705306.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.IGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 192 SPR RS05715 WP 000705306.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.IGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 157 SP RS06205 WP 000705306.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.IGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 497 SM12261 RS05565 WP 000705318.1 AHMAALQNGGKTIAVIGTGLDVFYPKANKRLQDY.IGNDHLVLSEYGPGEQPLKFHFPARNRIIAGLCRGVIVAEAKMRS 228
NTDB id 100315 AACH30 RS05055 WP 265148857.1 SHVAAIKQQTPTIAVIGNGLDISYPKENRKLQEY.LATHELVLSEYLVGEPPLKFHFPERNRIIAGLSRGIVVVEAKQRS 227
NTDB id 599 KW2 RS05940 WP 021037268.1 SHLSAIKTKTPTIAVIGTGLDIFYPLENRKIQEY.LAKYQLVLSEYSLGEKPLKYHFPERNRIIAGLSRGVVVVEAKLRS 227
consensus *!*********!!!!*!*!!***!!********* ********!!******!****!!*!!!!!*!!**!**!*!!***!



logo GSL ITASCREYRALMEGQENGREDI
VFVAVIPGDNS IAQLNDKRGNQSTLASEQSDGCNHQRHL IKQQEGAAMKKCL IVEYTHNQSAGFKQDI

VLDNEATELYFLNYELQYFHNYESGIHNFSLQTE IDFDQIAVPNYTPPPDP
NTDB id 1361 HI 0985 AAC22646.1 GSLITARYALEQNREVFAVPGNIQNKSSQGCHRLIKQGAM.LVENAKDILETLYQHSIHSQTEIDFDQIAVPNYTPPPDP 313
NTDB id 407 SMU RS04605 WP 002262865.1 GSLITCERAMEEGRDVFVVPGNILDGQSEGCHHLIQEGAK.CITSGFDILNEFNF......................... 280
NTDB id 525 SMSK321 RS06295 WP 000705298.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 267 KZH43 RS05590 WP 000705306.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 226 SPD RS05990 WP 000705306.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 192 SPR RS05715 WP 000705306.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 157 SP RS06205 WP 000705306.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 497 SM12261 RS05565 WP 000705318.1 GSLITCERAMEEGRDVFAIPGSILDGLSDGCHHLIQEGAK.LVTSGQDVLAEFEF......................... 282
NTDB id 100315 AACH30 RS05055 WP 265148857.1 GSLITSRYALEGNREVFAVPGDILNRNASGCNQLIQQGAAKLITHGQDILDEFYLYEGNFL..............P.... 289
NTDB id 599 KW2 RS05940 WP 021037268.1 GSLITCERALEEGRDIFAIPGNIADGTSDGCNHLIQQGAK.LVYQAQDILEEYLYN........................ 282
consensus !!!!!***!*!**!**!**!!*!******!!**!!**!!* ******!*!*****

logo

RRLVEAPSHPKLYSR IGYTPVS IDDLAEEFNLSVDVLLVQLLDLELQDL I I SENGLYKRV

NTDB id 1361 HI 0985 AAC22646.1 RRLVEAPSHPKLYSRIGYTPVSIDDLAEEFNLSVDVLLVQLLDLELQDLIISENGLYKRV 373
NTDB id 407 SMU RS04605 WP 002262865.1 ............................................................ 280
NTDB id 525 SMSK321 RS06295 WP 000705298.1 ............................................................ 282
NTDB id 267 KZH43 RS05590 WP 000705306.1 ............................................................ 282
NTDB id 226 SPD RS05990 WP 000705306.1 ............................................................ 282
NTDB id 192 SPR RS05715 WP 000705306.1 ............................................................ 282
NTDB id 157 SP RS06205 WP 000705306.1 ............................................................ 282
NTDB id 497 SM12261 RS05565 WP 000705318.1 ............................................................ 282
NTDB id 100315 AACH30 RS05055 WP 265148857.1 ............................................................ 289
NTDB id 599 KW2 RS05940 WP 021037268.1 ............................................................ 282
consensus

X non conserved

X similar

X ≥ 50% conserved


