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:*:*:**.***:***:**:****:***.** *: .*  ..**.*:.***.: 

BT_3942  IEANFVKQIFASDHIAVQTAVSEIGTKSFHLIQRVIDTETLEVKCICKSIMVTFDLEKHE 120
BVU_0767 INANFFMPVFFSDHLVIETAVVHLGHKSFTLLQRAVTTDTHEVKCECRTVMVGYDLATKE 111

*:***. : * ***:.::*** .:* *** *:**.: *:* **** *:::** :** .:* 

BT_3942  SMPLTEDWIEAICKFEGKDVRKKKN- 145
BVU_0767 PKLISEDYKEAICRYEEKTLEELSKG 137

::**: ****::* * :.: .: 
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BT_3193  MSFNRISAAEAASLIKHGYNIGLSGFTPAGTAKAVTAELAKIAEAEHAKGNPFQVGIFTG 60
BVU_1163 MGFNIISAAEAASYIKHGYNIGLSGFTPAGTPKAVTPEVAKIAEEEHAKGNPFQISIFTG 60

*.** ******** ***************** **** *:***** *********:.****

BT_3193  ASTGESCDGVMSRAKAIRYRAPYTTNSDFRKAVNNGEIAYNDIHLSQMAQEVRYGFMGKV 120
BVU_1163 ASTGDATDGILSRVKAIRYRAPYTTNPDFRKAVNNGEIAYNDIHLSQMAQEVRYGFMGKV 120

****:: **::**.************ ********************************* 

BT_3193  NVAIIEACEVTPDGKIYLTAAGGISPTICRLADQIIVELNAAHSKSCMGLHDVYEPLDPP 180
BVU_1163 DVAILEACEITPDGKVYLTAAGGIAPTIARLADKVIIELNAAHSKNGMGLHDVYEPLDPP 180

:***:****:*****:********:***.****::*:********. ************* 

BT_3193  YRREIPIYKPSDRIGLPYIQVDPKKIVGVVETNWPDEARSFADADPLTDKIGQNVADFLA 240
BVU_1163 YRREIPIYKPSDRIGLPYVQVDPKKIIGVVEVNTPDQARSFTAPDPITDQIGQNVADFLA 240

******************:*******:****.* **:****: **:**:***********

BT_3193  ADMKRGIIPSTFLPLQSGVGNIANAVLGALGRDKTIPAFEMYTEVIQNSVIGLIREGRIK 300
BVU_1163 ADMKRGIIPASFLPLQSGVGNIANAVLGALGRDKTIPAFEMYTEVLQDAVVDLIRQGRVK 300

*********::**********************************:*::*:.***:**:*   

BT_3193  FGSACSLTVTNDCLEGIYNDMDFFRDKLVLRPSEISNNPEVVRRLGIISINTAIEVDLYG 360 
BVU_1163 FGSTCSLTVTNECLQGIYDDIDFFRDKLVMRPSEISNNPEIIRRLGVISINTAIEADIYG 360

***:*******:**:***:*:********:**********::****:********.*:** 

BT_3193  NVNSTHIGGTKMMNGIGGSGDFTRNAYISIFTCPSVAKEGKISAIVPMVSHLDHSEHSVN 420 
BVU_1163 NVNSTHISGTKMMNGIGGSGDFTRNAYISIFTCPSVAKEGKISAIVPMVSHEDHSEHDVN 420

*******.******************************************* *****.**

BT_3193  IIITEQGVADLRGKSPKERAQAIIENCAHPDYKQLLWDYLKLAGGRAQTPHAIQAALGMH 480
BVU_1163 ILITEQGVADLRGKSPVERAKAIIENCAHPDYKNILWDYVKMS-SKGQTPHCIPAALAMH 479

*:************** ***:************::****:*:: .:.****.* ***.** 

BT_3193  AELAKSGDMKNTNWAEYAR 499
BVU_1163 DTLAKKGDMRLIDWAEYK- 497

***.***: : **** 
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BvATCC AACCGTTAACGTTACCAACGTATTATTATAATTCGCATATTTGCTTCCGAAAAACATTAG 60
BvCL09      AACCGTTAACGTTACCAACGTATTATTATAATTCGCATATTTGCTTCCGAAAAACATTAG 60

************************************************************

BvATCC ATTTTTTCATAGTTAAGGTTTAGGTTAAAAAAATAGGGGAAGACAACTGTGAAGTTCTCT 120
BvCL09      ATTTTTTCATAGTTAAGGTTTAGGTTAAAAAAATAGGGGAAGACAACTGTGAAGTTCTCT 120

************************************************************

BvATCC TCCTTTTTTTATGCCCTTTTATAGAGTTAGTTATGAAATATTTTTCTAACTTTGAGCATT 180
BvCL09      TCCTTTTTTTATGCCCTTTTATAGAGTTAGTTATGAAATATTTTTCTAACTTTGAGCATT 180

************************************************************

BvATCC CATTATATAATAAGGAAAGT  200
BvCL09      CATTATATAATAAGGAAAGT  200

******************** 
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