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gi|45190564|ref|NP_984818.1| LVDVYGFHRCAREEDVLDRKVQSEALRDIMGAR--DRPGILLSYLVTKPNEGNYHTYVGEASGMQDIDFEDDDRWCQYILYKNLKRTGFARVSRSTITDTELQVGKFQVHN-----GVSQ-------GLKRVEKSQVNDTLRFPDKFLGD   936
gi|10383785|ref|NP_009943.2| LVDVFVFH-SGQEEDEEDRRLQSNYMAKLMGNT--TRPAILLSYLVVDPGEGNYNTYVSETSGMHDIDPSDDDRWCEYILYRGLRRTGYARVARGTITDTELQVGKFQVLS-----EQALVEHSDSMYEYGHMSEPEYEDMKFPDKFLGE   936
gi|145608108|ref|XP_360833.2| MVDVFVFH-SGQEEDPEDRRLQSEYMRELMGST--NRPSVLLSYLVTRPLEGNYNTYVSEQSGMHDVDPTDWDRWCEYILFKGLKRVGYARISRSTITDTELQVGKFVVPEPGSAEATRAWEVDAEARNSRVEESQVPEGLRFPAVFRGE   938
gi|32410539|ref|XP_325750.1| LVDVFVFH-SGQEEDPEDRRLQSEYLAKLMGSIPADRPALLLSYLVTKPLEGNYNTYVSDISGMHDVDYTDWDRWCEYILYKNLLRTGYARVSRSTITDTELQVAKFIVPK-DDADKGRILAASKEQRDRRVEEQQVPDGWRFPALFRGE   975
gi|63054589|ref|NP_594060.2| LIDVVVSH-NGQYESQLDRRLQSTELARIMRES--PRPLVFLGYVVSNVGQ-EPQTILTRDTGMLDIEPADYDRWCQYIFYRGVKRIGYARLHRSTITDTELQTGKFLVTK-------------DLGRNVRIDKEHVPESHRYPSLFEGT   951
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                     ** ..       .  * *:    
gi|21704104|ref|NP_663535.1| YKEGHNYEN-THHFHMNTPKYFV---   699
gi|109499624|ref|XP_223359.4| YKEGHNHEN-NHHFHMNTPKYFV---   770
gi|156151386|ref|NP_079363.2| YKEGHNYEN-NHHFHMNTPKYFL---   699
gi|114594913|ref|XP_517303.2| YKEGHNYEN-NHHFHMNTPKYFL---   858
gi|73975266|ref|XP_539262.2| YKEGHHYEN-NHHFHMSTPKYFL---   705
gi|194667872|ref|XP_001253517.2| YKEGHNFEN-NHHFHMSTPKYFL---   699
gi|118090529|ref|XP_420716.2| YKDGHNYDESIHHFHMSTPKYFKQTN   718
gi|50303095|ref|XP_451485.1| GERGHHYH------VFDEPRYFN---   977
gi|45190564|ref|NP_984818.1| GVRGHRYH------VFNEPRYYE---   953
gi|10383785|ref|NP_009943.2| GERGHFYH------VFDEPRYYL---   953
gi|145608108|ref|XP_360833.2| GVRGHRYH------VFDEPRYFNY--   956
gi|32410539|ref|XP_325750.1| GVRGHHYH------VFDEPRYYFYF-   994
gi|63054589|ref|NP_594060.2| GVNGHYYDN---NLVVHEPWYYD---   971
                         ......1060......1070......


