
                                                                                                                                                           :.            * .            
gi|117606364|ref|NP_032715.2| -------------------------------------------------------------------------------------------------------------------------MADDDPYGTG----QMFHLNTALTHS-IF   150
gi|62644423|ref|XP_342347.2| -------------------------------------------------------------------------------------------------------------------------MADDDPFGTG----QMFHLNTALTHS-IF   150
gi|34577122|ref|NP_003989.2| -------------------------------------------------------------------------------------------------------------------------MAEDDPYLGRPE--QMFHLDPSLTHT-IF   150
gi|114595421|ref|XP_001168506.1| -------------------------------------------------------------------------------------------------------------------------MAEDDPYLGRPE--QMFHLDPSLTHT-IF   150
gi|50979190|ref|NP_001003344.1| -------------------------------------------------------------------------------------------------------------------------MAEDDTYLGAHE--QMFHLDP-LTHT-IF   150
gi|115497302|ref|NP_001069877.1| -------------------------------------------------------------------------------------------------------------------------MAEDDPYLGGRE--QMFHLDP-LNHT-MF   150
gi|45384086|ref|NP_990465.1| -------------------------------------------------------------------------------------------------------------------------MAGEDPYIMGVSDPQMFAMDQLMGMSTIF   150
gi|118778988|ref|XP_308995.3| MSTLLNLDSYRHELYEQQQLLGTSPIQYTVLSMDTPSPSSSSAAAAVVSVGEFTLGPGRTYASALSPSSSSASPSSPSSVASPNSRASNMSPESSASDQSAAYTLQNLNLSSSAGTMNYPGMGYQQQQQQQQQQQQHHQHQQLQQQQHHY   150
gi|17137094|ref|NP_477094.1| ----MNMN----QYYDLDN-------GKNVMFMNDASSTSGYSSSTSPNSTNRSFSPAHS-PKTMELQTDFANLNLPGGNSPHQPPMANSPYQNQLLNNGGICQLGATNLINSTG--VSFGVANVTSFGNMYMDHQYFVPAPATVPPSQN   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                       * * *:*** :: ***** .*   :**.* *: :::. *::* * : .* * * :  .*   .      *:* ** :  : .:        .                  .  
gi|117606364|ref|NP_032715.2| N-AELYSP--------------------EIPLST-DGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGVCTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|62644423|ref|XP_342347.2| N-AELYST--------------------DIPLST-DGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGICTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|34577122|ref|NP_003989.2| N-PEVFQP--------------------QMALPTADGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGICTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|114595421|ref|XP_001168506.1| N-PEVFQP--------------------QMALPTADGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGICTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|50979190|ref|NP_001003344.1| N-PELFQP--------------------EMPLPTADGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGICTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|115497302|ref|NP_001069877.1| S-PELFQP--------------------EMPLPTADGPYLQILEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KNIHLHAHSLVGKHCEDGVCTVTAGPKDMVVGFANLGILHVTKKKVFET   300
gi|45384086|ref|NP_990465.1| NNTGYITS--------------------DLPLRTADGPYLQIIEQPKQRGFRFRYVCEGP-SHGGLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNG-KYVHLHAHSLVGKFCEDGVCTVNAGPKDMVVGFANLGILHVTKKKVFET   300
gi|118778988|ref|XP_308995.3| YTPQLLNLDQEQLQTQTFTYVTSSNEAFAAPEPNYSEPHLVILEQPVDK-FRFRYQSEMHGTHGSLMGSRTEKSKKTFPTVELRGYGGEAKVRCSLYQVDPQRRAPHSHHLVIKSGELDLIDPHDLDVGGAAGAAEPSEGVGGDGKYVAT   300
gi|17137094|ref|NP_477094.1| FGYHQNGL--------------------ASDGDIKHVPQLRIVEQPVEK-FRFRYKSEMHGTHGSLNGANSKRTPKTFPEVTLCNYDGPAVIRCSLFQTN--LDSPHSHQLVVRKDDRDVCDPHDLHVSKER-------------GYVAQ   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  :         : :    * :        :    *:  .:: : ::: :   :: *:*. * * * *:  :  .* :.    ** *:.* : *:. :.:*:* *:. ... * *.:*: :: :** *.:*::**:* :  .  :*   . *
gi|117606364|ref|NP_032715.2| LEARMTEACIRGYNPGLLVHSDLAYLQAEGGGDRQLTDREKEIIRQAAVQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEE-NGGVWEGFGDF   450
gi|62644423|ref|XP_342347.2| LEARMTEACIRGYNPGLLVHSDLAYLQAEGGGDRQLTDREKEIIRQAALQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEE-NGGVWEGFGDF   450
gi|34577122|ref|NP_003989.2| LEARMTEACIRGYNPGLLVHPDLAYLQAEGGGDRQLGDREKELIRQAALQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEE-NGGVWEGFGDF   450
gi|114595421|ref|XP_001168506.1| LEARMTEACIRGYNPGLLVHPDLAYLQAEGGGDRQLGDREKELIRQAALQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEE-NGGVWEGFGDF   450
gi|50979190|ref|NP_001003344.1| LEARMTEACTKGYNPGLLVHPDLAYLQAEGGGDRQLTDREKEIIRQAALQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEG-NGGIWGGFGDF   450
gi|115497302|ref|NP_001069877.1| LEARMTDACIRGYNPGLLVHPDLAYLQAEGGGDRQLTDREKEIIRQAALQQTKEMDLSVVRLMFTAFLPDS-TGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEEE-NGGIWEGFGDF   450
gi|45384086|ref|NP_990465.1| LETRMIDACKKGYNPGLLVHPELGYLQAEGCGDRQLTEREREIIRQAAVQQTKEMDLSVVRLMFTAFLPDS-NGGFTRRLDPVISDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLLCDKVQKDDIQIRFYEEDE-NGGMWEGFGDF   450
gi|118778988|ref|XP_308995.3| FQGMGIIHTAKKFIAEELYKKLRKHRLCELN--REPTEREEQQMQKEAAVMARTMNLNQVCLCFRAYRVEPGTGRWVPICEPVYSNPINNMKSALTGELKICRLSTTVSGVDGGEEVFMFVEKVCKNNIKIRFYELDEYDQEVWQEMAIF   450
gi|17137094|ref|NP_477094.1| FINMGIIHTAKKYIFEELCKKKQDRLVFQMN-RRELSHKQLQELHQETEREAKDMNLNQVRLCFEAFKIED-NGAWVPLAPPVYSNAINNRKSAQTGELRIVRLSKPTGGVMGNDELILLVEKVSKKNIKVRFFEEDEDGETVWEAYAKF   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                    :***:                        :* *  *   * *   * * *              ..*** :  ..  ..       .   .     * .        .   .    .              :  .            .
gi|117606364|ref|NP_032715.2| SPTDVHRQFAIVFKTPKYKDVNITKPASVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGG-STGSPGPGYGYSNYGFPPYGGITFHPGVTKSNAGVTHGTINTKFKN   600
gi|62644423|ref|XP_342347.2| SPTDVHRQFAIVFKTPKYKDVNITKPASVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGGGSTGSPGPGYGFPHYGFPAYGGIAFHPGATKSNTGITHGTINTKFKN   600
gi|34577122|ref|NP_003989.2| SPTDVHRQFAIVFKTPKYKDINITKPASVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGG-GTGSTGPGYSFPHYGFPTYGGITFHPGTTKSNAGMKHGTMDTESKK   600
gi|114595421|ref|XP_001168506.1| SPTDVHR------------------------QLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGG-GTGSTGPGYSFPHYGFPTYGGITFHPGTTKSNAGMKHGTMDTESKK   600
gi|50979190|ref|NP_001003344.1| SPTDVHRQFAIVFKTPKYKDVNITKPTSVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGG-GAGSTGPGYGFPHYGFPTYGGITFHPGTTKSNAGMKNGTIDTPSKN   600
gi|115497302|ref|NP_001069877.1| SPTDVHRQFAIVFKTPKYKDVNITKPASVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDSFGGGSGAGAGGGGMFGSGGGGG-GAGSTGPGYGFPHYGFPTYGGITFHTGTTKSNAGMKHGTIDTPSKN   600
gi|45384086|ref|NP_990465.1| SPTDVHRQFAIVFKTPKYRDVNITKPASVFVQLRRKSDLETSEPKP-FLYYP-------EIKDKEEVQRKRQKLMPNFSDGYGGGS--GAGGGGMFG-GGGGG-----AGSGFSYPSYGYSAFGGMHFHPGTTKSNAGMKHELSNSTVKK   600
gi|118778988|ref|XP_308995.3| SEADVHHQYAIAFKTPPYRHKDITEPVEVLMQLFRPRDRCQSEPVL-FKYKPRPGMMVVPGAGASGASRKRLRISSGNVSSEIPTVIQNDPNGPVGPAGVGGG-----GGGGGGGGGGGVIGSGSTTRLPPLHQPFPMLANHAGGGAIPE   600
gi|17137094|ref|NP_477094.1| RESDVHHQYAIVCQTPPYKDKDVDREVNVYIELIRPSDDERSFPALPFRYKP----------RSVIVSRKRRRTGSSANSSSSGTESSNNSLDLPKTLGLAQP-----PNGLPNLSQHDQTISEEFGREKHLNEFIASEDFRKLIEHNSS   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                    .                                                     :             . .           .       :    :     .         .    : : :   .   .               .*  
gi|117606364|ref|NP_032715.2| GPKDCAKSDDEESLTLPEKETEGEGPSLPMAC--TKTEPIALASTMEDKEQDMGFQDNLFLEKALQLARRHANALFDYAVTGDVKMLLAVQRHLTAVQDENGDSVLHLAIIHLHAQLVRDLLEVTSGLISDDIINMRNDLYQTPLHLAVI   750
gi|62644423|ref|XP_342347.2| EPRDCAKSDDREILNPPEKETQGEGPSLFMAS--TKTEAIAPASTMEDKEEDVGFQDNLFLEKALQLAKRHANALFDYAVTGDVKMLLAVQRHLTAVQDENGDSVLHLAIIHLHAQLVRDLLEVTSGSISDDIINMRNDLYQTPLHLAVI   750
gi|34577122|ref|NP_003989.2| DPEGCDKSDDKNTVNLFGKVIETTEQDQEPSEATVGNGEVTLTYATGTKEESAGVQDNLFLEKAMQLAKRHANALFDYAVTGDVKMLLAVQRHLTAVQDENGDSVLHLAIIHLHSQLVRDLLEVTSGLISDDIINMRNDLYQTPLHLAVI   750
gi|114595421|ref|XP_001168506.1| DPEGCDKSDDKNTVNLFGKVIETTEQDQEPSEATVGNGEVTLTYATGTKEESAGVQDNLFLEKAMQLAKRHANALFDYAVTGDVKMLLAVQRHLTAVQDENGDSVLHLAIIHLHSQLVRDLLEVTSGLISDDIINMRNDLYQTPLHLAVI   750
gi|50979190|ref|NP_001003344.1| DSEGCGKNVDREAVNLSGKVTEPTEQDKESS---MGVDEVTLTYTVGIKEENSRFQDNLFLEKAMQLAKRHANALFDYAVTGDVKMLLAVQRHLTAVQDGNGDSVLHLAIIHLHAQLVRDLLEVTSGLISDDIINMRNDLYQTPLHLAVI   750
gi|115497302|ref|NP_001069877.1| DPESCGKSDDREVVNLSEQVTETTEQDGGSC---KRGTAANLTCSVGVKEENRSFQDNLFLEKAMQLAKQHANALFDYAVTGDVKMLLAVQRHLTAVQDENGDSVLHLAIIHLHNQLVRDLLEVTSGLISDEIINMRNDLYQTPLHLAVI   750
gi|45384086|ref|NP_990465.1| DEESSDKQSDKWDTKHDVKVETVEKNECRTSGHNEEKEDASLCCKDEGNKPKCGCQDGLFLEKAMQLAKRHCNALFDYAVTGDVRMLLAVQRHLTAVQDDNGDNVLHLSIIHLHRELVKNLLEVMPDMNYNNIINMRNDLYQTPLHLAVI   750
gi|118778988|ref|XP_308995.3| GQEPTSTTSLTTSAHHPDIMSGIG----------------STTTISKELTKASIIQEILNIPTTIASDVAFDSSDFPCNSEEFNKLIQEIGNQQDLVKLETDAETAGGGATDTESVLGRAIADLVASGDDSRQGEMLRKLLALIKLFAGD   750
gi|17137094|ref|NP_477094.1| DLEKICQLDMGELQHDGHNRAEVP------------------SHRNRTIKCLDDLFEIYKQDRISPIKISHHKVEKWFIEHALNNYNRDTLLHEVISHKKDKLKLAIQTIQVMNYFNLKDVVNSTLNADGDS-----------ALHVACQ   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                    :   :      ..: .  :   :: ::          :  : :    .   :. .*. . . :*:.:  *.      *:. . ..:   :   *...** **  :   :   :            :. .  * *.*. *      ::.
gi|117606364|ref|NP_032715.2| TKQEDVVEDLLRVGADLSLLDRWGNSVLHLAAKEGHDRILSILLK-SRKAAPLIDHPNGEGLNAIHIAVMSNSLPCLLLLVAAG-AEVNAQEQKSGRTALHLAVEYDNISLAGCLLLEG----DAHVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|62644423|ref|XP_342347.2| TKQEDVVEDLLRVGADLSLLDRWGNSVLHLAAKEGHDKILGVLLK-NSKAALLINHPNGEGLNAIHIAVMSNSLSCLQLLVAAG-AEVNAQEQKSGRTALHLAVEYDNISLAGCLLLEG----DALVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|34577122|ref|NP_003989.2| TKQEDVVEDLLRAGADLSLLDRLGNSVLHLAAKEGHDKVLSILLK-HKKAALLLDHPNGDGLNAIHLAMMSNSLPCLLLLVAAG-ADVNAQEQKSGRTALHLAVEHDNISLAGCLLLEG----DAHVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|114595421|ref|XP_001168506.1| TKQEDVVEDLLRAGADLSLLDRLGNSVLHLAAKEGHDKVLSILLK-HKKAALLLDHPNGDGLNAIHLAMMSNSLPCLLLLVAAG-ADVNAQEQKSGRTALHLAVEHDNISLAGCLLLEG----DAHVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|50979190|ref|NP_001003344.1| TKQEAVVDDLLRAGADLSLLDRLGNSVLHLAAKEGQDKILSILLK-HKKAALLMDHPNGEGLNAIHIAVMSNSMPCLLLLVAAG-ADVNAQERKSGRTALHLAVEHDNISLAGCLLLEG----DAHVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|115497302|ref|NP_001069877.1| TRQEAVVEDLLRAGADLSLLDRLGNSVLHLAAKEGHDKILGILLK-HKKAAQLIDHPNGEGLNAIHVAMMSNSLPCLLLLMAAG-ADVNAQERKSGRTALHLAVEHDNVSLAGCLXLEG----DAHVDSTTYDGTTPLHIAAGRGSTRLA   900
gi|45384086|ref|NP_990465.1| TKQAEVVEDLLKAGANVNLLDRHGNSVLHLAAAEGDDKILSLLLK-HQKASSMIDLSNGEGLSAIHMVVTANSLSCLKLLIAAG-VDVNAQEQKSGRTALHLAVEQENIPLAGCLLLEG----DVDADSTTYDGTTPLHIAAGRGFTKLA   900
gi|118778988|ref|XP_308995.3| VNRSRQLLASHWTAANQQQLN-CLHAAIRRNDTTIACKLIELLHE-YQLAEELLDLPNDRNETGLHLAVSCNSEPIVKALLGAG-AKLHYCDYR-GNTPLHRAVVENVPDMVRLLLLQG----GLRLDCTNDDGLTALQAAVYARNLKIT   900
gi|17137094|ref|NP_477094.1| QDRAHYIRPLLGMGCNPNLKNNAGNTPLHVAVKEEHLSCVESFLNGVPTVQLDLSLTNDDGLTPLHMAIRQNKYDVAKKLISYDRTSISVANTMDGNNALHMAVLEQSVELLVLILDAQNENLTDILQAQNAAGHTPLELAERKANDRVV   900
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                                   :*  . ..     :       .   . .                      :     :  : ..       .         :.   . .       :    ..      :         *   :  :    . .: :..  .      .:
gi|117606364|ref|NP_032715.2| ALLKAAGADPLVENFEPLYDLDDSWEKAGED-------EGVVPGTTPLDMAANWQVFDILNGKPYEP-VFTSDDILPQGDMKQLTEDTRLQLCKLLEIPDPDKNWATLAQKLG-----LGILNNAFRLSPAPSKTLMDNYEVSGGTIKEL  1050
gi|62644423|ref|XP_342347.2| ALLKAAGADPLVENFEPLYDLDDSWEKAGED-------EGVVPGTTPLDMAANWQVFDILNGKPYEP-VFTSDDILPQGDIKQLTEDTRLQLCKLLEIPDPDKNWATLAQKLG-----LGILNNAFRLSPAPSKTLMDNYEVSGGTIKEL  1050
gi|34577122|ref|NP_003989.2| ALLKAAGADPLVENFEPLYDLDDSWENAGED-------EGVVPGTTPLDMATSWQVFDILNGKPYEP-EFTSDDLLAQGDMKQLAEDVKLQLYKLLEIPDPDKNWATLAQKLG-----LGILNNAFRLSPAPSKTLMDNYEVSGGTVREL  1050
gi|114595421|ref|XP_001168506.1| ALLKAAGADPLVENFEPLYDLDDSWENAGED-------EGVVPGTTPLDMATSWQVFDILNGKPYEP-EFTSDDLLAQGDMKQLAEDVKLQLYKLLEIPDPDKNWATLAQKLG-----LGILNNAFRLSPAPSKTLMDNYEVSGGTVREL  1050
gi|50979190|ref|NP_001003344.1| ALLKAAGADPLVENFEPLYDLDDSWEKDGED-------EGVVPGTTPLDMATNWQVFDILNGKPYEP-EFTSDDLLAQGDMKQLTEDAKLQLYKLLETPDPDKNWATLAQKLG-----QGILNNAFRLSPAPSKTLMDNYEVSGGTIKEL  1050
gi|115497302|ref|NP_001069877.1| ALLKAAGADPLVENFEPLYDLDDSWDEDGED-------EGVVPGTTPLDMASSWQVFDILNGKPYEP-EFTSDDLLAQGDMKQLTEDAKLQLYKLLEIPDPDKNWATLAQKLG-----LGILNNAFRLSPAPSKTLMDNYEVSGGTIKEL  1050
gi|45384086|ref|NP_990465.1| AVLKAAGADPHVENFEPLFDVEEDVKDDDDD-------EGIVPGTTPLDMAANWEVYDILNGKPYIAAAAVSEDLLSQGPLRELNESSKQQLYKLLETPDPSKNWSTLAEKLG-----LGILNNAFRLSPSPSKTLLDNYKISGGTVQEL  1050
gi|118778988|ref|XP_308995.3| RILLEAGASVREKDLKHGNNILHIAVDNDALDIVHYILEEVKEELGRERNNAGYTPLQLADAKSHTG--QGNNKLIVRELLRHYPDGLQKEVKKEVDAAEDDEEEEEEEQEEEEDEDEEGGEEHGQREASAPSSSVLDSMDLINGERASI  1050
gi|17137094|ref|NP_477094.1| QLLKNVYPEKGELAMTWIPCKVKEEIDSSSD---------ESSDAGQLEIKSEEMDIETKDEDSVELDLSSGPRRQKDESSRDTEMDNNKLQLLLKNKFIYDRLCSLLNQPLG-----HGSDPQDRKWMQLARQTHLKQFAFIWLGAEDL  1050
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                                     : .       .                                                                                                       
gi|117606364|ref|NP_032715.2| MEALQQMGYTEAIEVIQAAFRTPATTASSP-VTTAQVHCLPLSSSSTRQH-------IDELRDSDSVCDSGVETSFRKLSFTESLTGDS-PLLSLNKMPHGYGQEGPIEGKI-----  1167
gi|62644423|ref|XP_342347.2| VEALRQMGYTEAIEVIQAAFRTPETTASSP-VTTAQAHLLPLSSSSTRQH-------IDELRDNDSVCDSGVETSFRKLSFSESLTGDG-PLLSLNKMPHNYGQDGPIEGKI-----  1167
gi|34577122|ref|NP_003989.2| VEALRQMGYTEAIEVIQ--------AASSPVKTTSQAHSLPLSPASTRQQ-------IDELRDSDSVCDSGVETSFRKLSFTESLTSGA-SLLTLNKMPHDYGQEGPLEGKI-----  1167
gi|114595421|ref|XP_001168506.1| VEALRQMGYTEAIEVIQ--------AASSPVKTTSQAHSLPLSPASTRQQ-------IDELRDSDSVCDSGVETSFRKLSFTESLTSGA-SLLTLNKMPHDYGQEGPLEGKI-----  1167
gi|50979190|ref|NP_001003344.1| VEALRQMGYTEAIEVIQAAFCAPETAAPSPGKGAPQTLSLPLSSASTRSP-------VDEVRD-DSICDSGVETSFRRLSFTESLTSGS-SLLTLNKAPHEYGQEGPIEGKI-----  1167
gi|115497302|ref|NP_001069877.1| VEALRQMGYTEAIDVIQAAFCT---ADTSPAKTTSQAHSLPFAPASTRPQ-------IDELRD-DSICDSGVETSFRKLSFTESLTSGT-SLLTLNKVPHDYGQEGPIEGKI-----  1167
gi|45384086|ref|NP_990465.1| IAALTQMDHTEAIEVIQKALSSSQRQIYQEDNTIEAFPSLSPTSFAKEETGE---LYNHKFQDPESTCDSGVETSFRKLSFTYSDSLNSKSSITLSKMTLGYGQESSVQSSYIPN--  1167
gi|118778988|ref|XP_308995.3| ARLLEEHEPEAEPQRKATKRSDSGPDRTEPDTLLDEQCLEELCRLLDAGSGWRELGSLLDFHSFFTVWEQAPSPARMLLGYFEMQQLHLDRLIDMLRVLELRDPIRSIDEMICRRMK  1167
gi|17137094|ref|NP_477094.1| LDHVKRKGASVEFSTFAR--------------ALQAVDPQAYALLVNPT--------------------------------------------------------------------  1167
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160.......


