
                                        .* :       *** *: **     : ::            :::         :          ..        *            ... * :* **. . * * :**:* * :*******  ***  ***:****.******
gi|6755881|ref|NP_035770.1| MTAMEESQSDISLELPLSQETFSGLWKLLPPEDILP-----SPHCMDDLLL-PQDVEEFFEGP---SEALRVSGAPAAQDPVTETPGPVAPAPATPWPLSSFVPSQKTYQGNYGFHLGFLQSGTAKSVMCTYSPPLNKLFCQLVKTCPVQ   141
gi|13591878|ref|NP_112251.1| ---MEDSQSDMSIELPLSQETFSCLWKLLPPDDILPTTATGSPNSMEDLFL-PQDVAELLEGP---EEALQVS-APAAQEPGTEAPAPVAPASATPWPLSSSVPSQKTYQGNYGFHLGFLQSGTAKSVMCTYSISLNKLFCQLAKTCPVQ   142
gi|187830777|ref|NP_001119584.1| ---MEEPQSDPSVEPPLSQETFSDLWKLLPENNVLSP---LPSQAMDDLMLSPDDIEQWFTEDPGPDEAPRMPEAAPPVAPAPAAPTPAAPAPAPSWPLSSSVPSQKTYQGSYGFRLGFLHSGTAKSVTCTYSPALNKMFCQLAKTCPVQ   144
gi|114666241|ref|XP_511957.2| ---MEEPQSDPSVEPPLSQETFSDLWKLLPENNVLSP---LPSQAMDDLMLSPDDIEQWFTEDPGPDEAPRMPEAAPPVAPAPAAPTPAAPAPAPSWPLSSSVPSQKTYQGSYGFRLGFLHSGTAKSVTCTYSPALNKMFCQLAKTCPVQ   144
gi|50978974|ref|NP_001003210.1| ---MEESQSELNIDPPLSQETFSELWNLLPENNVLSS---ELCPAVDELLL-PESVVNWLDED--SDDAPRMPATSAPTAPG----------PAPSWPLSSSVPSPKTYPGTYGFRLGFLHSGTAKSVTWTYSPLLNKLFCQLAKTCPVQ   131
gi|28849929|ref|NP_776626.1| ---MEESQAELNVEPPLSQETFSDLWNLLPENNLLSS---ELSAPVDDLLP-YTDVATWLDEC--PNEAPQMPEPSAPAAPP-----PATPAPATSWPLSSFVPSQKTYPGNYGFRLGFLQSGTAKSVTCTYSPSLNKLFCQLAKTCPVQ   136
gi|18859503|ref|NP_571402.1| -----MAQND-------SQE-FAELW---EKNLIIQP---PGGGSCWDIIN----DEEYLPGS----FDPNFFENVLEEQPQ-----------PSTLPPTSTVPETSDYPGDHGFRLRFPQSGTAKSVTCTYSPDLNKLFCQLAKTCPVQ   112
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  : *  .** .: *** ****: :.::***** ***** .*  *.***. ********   :* :*. *:****.****.*: .:: **:  ::********************** . *::*** **************:***.*::*. 
gi|6755881|ref|NP_035770.1| LWVSATPPAGSRVRAMAIYKKSQHMTEVVRRCPHHERCSDG-DGLAPPQHLIRVEGNLYPEYLEDRQTFRHSVVVPYEPPEAGSEYTTIHYKYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRDSFEVRVCACPGRDRRTEEENFRKKE   290
gi|13591878|ref|NP_112251.1| LWVTSTPPPGTRVRAMAIYKKSQHMTEVVRRWPHHERCSDG-DGLAPPQHLIRVEGNPYAEYLDDRQTFRHSVVVPYEPPEVGSDYTTIHYKYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRDSFEVRVCACPGRDRRTEEENFRKKE   291
gi|187830777|ref|NP_001119584.1| LWVDSTPPPGTRVRAMAIYKQSQHMTEVVRRCPHHERCSDS-DGLAPPQHLIRVEGNLRVEYLDDRNTFRHSVVVPYEPPEVGSDCTTIHYNYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVRVCACPGRDRRTEEENLRKKG   293
gi|114666241|ref|XP_511957.2| LWVDSTPPPGTRVRAMAIYKQSQHMTEVVRRCPHHERCSDS-DGLAPPQHLIRVEGNLRVEYLDDRNTFRHSVVVPYEPPEVGSDCTTIHYNYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVRVCACPGRDRRTEEENLRKKG   293
gi|50978974|ref|NP_001003210.1| LWVSSPPPPNTCVRAMAIYKKSEFVTEVVRRCPHHERCSDSSDGLAPPQHLIRVEGNLRAKYLDDRNTFRHSVVVPYEPPEVGSDYTTIHYNYMCNSSCMGGMNRRPILTIITLEDSSGNVLGRNSFEVRVCACPGRDRRTEEENFHKKG   281
gi|28849929|ref|NP_776626.1| LWVDSPPPPGTRVRAMAIYKKLEHMTEVVRRCPHHERSSDYSDGLAPPQHLIRVEGNLRAEYLDDRNTFRHSVVVPYESPEIDSECTTIHYNFMCNSSCMGGMNRRPILTIITLEDSCGNLLGRNSFEVRVCACPGRDRRTEEENLRKKG   286
gi|18859503|ref|NP_571402.1| MVVDVAPPQGSVVRATAIYKKSEHVAEVVRRCPHHERTPDG-DNLAPAGHLIRVEGNQRANYREDNITLRHSVFVPYEAPQLGAEWTTVLLNYMCNSSCMGGMNRRPILTIITLETQEGQLLGRRSFEVRVCACPGRDRKTEESNFKKDQ   261
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                         . : :**            :*   :*::   *  .**.     * * ***::** :*:*::::**::***.*.    :.   * :    : *:  ..*     ** *.*  *  ***
gi|6755881|ref|NP_035770.1| VLCPELPPGS-AKR------------ALPTCTSAS---PPQKKKP----LDGEYFTLKIRGRKRFEMFRELNEALELKDAHATEESGDSRAHSSYLKTKKGQSTS---RHKKTMVKKVG-PDSD   390
gi|13591878|ref|NP_112251.1| EHCPELPPGS-AKR------------ALPTSTSSS---PQQKKKP----LDGEYFTLKIRGRERFEMFRELNEALELKDARAAEESGDSRAHSSYPKTKKGQSTS---RHKKPMIKKVG-PDSD   391
gi|187830777|ref|NP_001119584.1| EPHHELPPGS-TKR------------ALPNNTSSS---PQPKKKP----LDGEYFTLQIRGRERFEMFRELNEALELKDAQAGKEPGGSRAHSSHLKSKKGQSTS---RHKKLMFKTEG-PDSD   393
gi|114666241|ref|XP_511957.2| EPHHELPPGS-TKRDSLLSPFLASFLALPNNTSSS---PQPKKKP----LDGEYFTLQIRGRERFEMFRELNEALELKDAQAGKEPGGSRAHSSHLKSKKGQSTS---RHKKLMFKTEG-PDSD   405
gi|50978974|ref|NP_001003210.1| EPCPEPPPGS-TKR------------ALPPSTSSS---PPQKKKP----LDGEYFTLQIRGRERYEMFRNLNEALELKDAQSGKEPGGSRAHSSHLKAKKGQSTS---RHKKLMFKREG-LDSD   381
gi|28849929|ref|NP_776626.1| QSCPEPPPRS-TKR------------ALPTNTSSS---PQPKKKP----LDGEYFTLQIRGFKRYEMFRELNDALELKDALDGREPGESRAHSSHLKSKKRPSPS---CHKKPMLKREG-PDSD   386
gi|18859503|ref|NP_571402.1| ETKTMAKTTTGTKR------------SLVKESSSATLRPEGSKKAKGSSSDEEIFTLQVRGRERYEILKKLNDSLELSDVVPASDAEKYRQKFMTKNKKENRESSEPKQGKKLMVKDEGRSDSD   373
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420....


