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10 20 30 40 50 60

---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------

70 80 90 100 110 120

---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------
---------- ---------- ---------- ---------- ---------- ----------

130 140 150 160 170 180

---------- ---------- ---------- ---------- ---------M DDPTGNPLAA
---------- ---------- ---------- ---------- ---------M EGRVNA--LS
---------- ---------- ---------- ---------- ---------M EN-------N
---------- ---------- ---------- ---------- ---------M DSLGNHQGGH

190 200 210 220 230 240

QTN-FQFQLQ DFIDEANFDR YIDLIRGENE ---------- ------ITAF DCDLING---
NIN--DLELH NFLVDPNFDQ FINLIRGDHQ TID------- ---ENPVLDF DLGPLQNSP-
NVN--DIGLI NFLDEDNFEQ FIELIRGETA DP-------- --IVNFCPNY DCEHMTG---
NIN--DFELQ DFIDDANFGQ FIDIIRGDGE ---------- ----DPAANF DPDLMMNG--

250 260 270 280 290 300

---------- ---------- --FLVDNQFG LSTGDK---F DCDLINHVPT HTS-------
---------- ---------- -CFIDENQFI PTPVDD---- ---LFDELPD LDS-------
---------- ---------- -CFSAANAQF EP-------- ---ILSSMDF YDT-------
---------- ---------- -CFDDYNLFG QAGSTT---- --PPVLMFGF N---------

310 320 330 340 350 360

---------- ---SAMEQ-- ---------- ---------- ---DPNYVPI A-LPSFDGDM
---------- ---NVAES-- ---------- --------FR S-FDGDSVRA G------GEE
---------- -----TLP-- ---------- ---------- ---DPISLYN C-------EI
---------- ---DAIVP-- ---------- ---------- ---DPTTSLF ATSPNFDGEM

370 380 390 400 410 420

G-LEAEEDTD EEDSSGTAT- ---------- --TTKKTKKD RSRTLISERR RRGRMKEKLY
D---EEDYND GDDSSATTTN N--------- -DGTRKTKTD RSRTLISERR RRGRMKDKLY
KLDNNDDEDD DESSGTTATT KMTP------ --TSKGTRTD RSRTLISERK RRGRMKEKLY
KGGEEEYYND GEDSSGTTTT MT-------- --TTKRQKVD RSRTLVSERK RRGSMKERLY

430 440 450 460 470 480

ALRSLVPNIT KMDKASIIGD AVLFVQELQM QANKLKADIA SLESSLIGSD ----------
ALRSLVPNIT KMDKASIVGD AVLYVQELQS QAKKLKSDIA GLEASLNSTG ----------
ALRSLVPNIT KMDKASIIGD AILYVQGLQT KAKKLKVEIA EFESSSG--- ----------
ALRSLVPNIT KMDKASIVGD SVLYVQDLQQ QAKKLKAEIA SLEASLAGAD ----------

490 500 510 520 530 540

---------- ---------- RYQG------ ---SNR---- -------NPK NLQ-------
---------- ---------- GYQE------ ---HAP---- ------DAQK TQP-------
---------- ---------- IFQN------ ---------- -------AKK MN--------
---------- -----DRDG- HLEG------ ---STK---- -------PNK D---------

550 560 570 580 590 600

NTSNNHPIRK KIIKMDVFQV EERGFYVRLV CNKGEGVAPS LYRALESLTS FSVQNSNLAT
FRGINPPASK KIIQMDVIQV EEKGFYVRLV CNKGEGVAPS LYKSLESLTS FQVQNSNLSS
-FTTYYPAIK RITKMDINQV EEKGFYVRLI CNKGRHIAAS LFKALESLNG FNVQTSNLAT
-SNNDQFVSK GILQIDVSQV EEKGFYVKVA CNKGGGVAIS LYKALESLTS FDVQSSNLKT
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610 620 630 640 650 660

TS--EGFVLT FTLNVKESE- ---------- ----QDMNLP NLKLWVTG-- --ALLNQGFE
PSP-DTYLLT YTLDGTCFE- ---------- ----QSLNLP NLKLWITG-- --SLLNQGFE
STN--DYIFT FTLYVRECHE ---------- ----VDINFG NLKLWIAS-- --AFLNQGFD
VSA-DRFEIT FALNVKKCEK ---------- ----DVVNLP NLKIWVTG-- --AFLNQGFK

670 680 690 700 710 720

LLTA------ ---------- ---------- ---------- .......... ..........
FIKSFT---- ---------- ---------- ---------- .......... ..........
FETSPLV--- ---------- ---------- ---------- .......... ..........
LASGFSA--- ---------- ---------- ---------- .......... ..........

 FITs Aminoacid sequences BLAST  2/2  2018年3月29日 16:45:36


