
                                                                                         : ..  . *: : ..*:** *******.**.**:*:* **:  ***      :*****:**:**::*::*::*         : ::: :::    
gi|7363433|ref|NP_034561.1| ------------------------------------------------------MEGAGGENEKK-KMSSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLDAGGLDS--EDEMKAQMD----   150
gi|13242249|ref|NP_077335.1| ------------------------------------------------------MEGAGGENEKKNRMSSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLGAGDLDI--EDEMKAQMN----   150
gi|4504385|ref|NP_001521.1| ------------------------------------------------------MEGAGGANDKK-KISSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLDAGDLDI--EDDMKAQMN----   150
gi|114653409|ref|XP_001168785.1| ------------------------------------------------------MEGAGGANDKKNRISSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLDAGDLDI--EDDMKAQMN----   150
gi|73963131|ref|XP_537471.2| ------------------------------------------------------MEGAGGANDKK-KISSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLDAGDLDI--EDEMKAQMN----   150
gi|117935055|ref|NP_776764.2| ------------------------------------------------------MEGAGGANDKK-KISSERRKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSSHLDKASVMRLTISYLRVRKLLDAGDLDI--EDEMKAQMN----   150
gi|45383550|ref|NP_989628.1| ------------------------------------------------------MDSPGGVTDKK-RISSERRKEKSRDAARCRRSKESEVFYELAHQLPLPHTVSAHLDKASIMRLTISYLRMRKLLDAGELET--EANMEKELN----   150
gi|41053885|ref|NP_956527.1| ------------------------------------------------------MD-TGVVTEKK-RVSSERRKGKSRDAARSRRGKESEVFYELAHQLPLPHNVTSHLDKASIMRLTISYLRMRKLLNSDEKEEKEENELESQLN----   150
gi|24651293|ref|NP_524584.2| MVSLIDTIEAAAEKQKQSQAVVTNTSASSSSCSSSFSSSPPSSSVGSPSPGAPKTNLTASGKPKEKRRNNEKRKEKSRDAARCRRSKETEIFMELSAALPLKTDDVNQLDKASVMRITIAFLKIREMLQFVPSLRDCNDDIKQDIETAED   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                         :  ::::**::**:.:**: *:*:** : :*:*:::  *:.:::::* *** *::* *  :    :* *:         . .*.:*:*:*********::*****::**:* :**: *    .    
gi|7363433|ref|NP_034561.1| ----------------------CFYLKALDGFVMVLTDDGDMVYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGPVRKGKEL--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTNSNQPQ   300
gi|13242249|ref|NP_077335.1| ----------------------CFYLKALDGFVMVLTDDGDMIYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGPVRKGKEQ--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTSSNQPQ   300
gi|4504385|ref|NP_001521.1| ----------------------CFYLKALDGFVMVLTDDGDMIYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGLVKKGKEQ--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTNSNQPQ   300
gi|114653409|ref|XP_001168785.1| ----------------------CFYLKALDGFVMVLTDDGDMIYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGLVKKGKEQ--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTNSNQPQ   300
gi|73963131|ref|XP_537471.2| ----------------------CFYLKALDGFVMVLTDDGDMIYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGLVKKGKEQ--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTNSNQSQ   300
gi|117935055|ref|NP_776764.2| ----------------------CFYLKALDGFVMVLTDDGDMIYISDNVNKYMGLTQFELTGHSVFDFTHPCDHEEMREMLTHRNGLVKKGKEQ--------NTQRSFFLRMKCTLTSRGRTMNIKSATWKVLHCTGHIHVYDTNSNQSQ   300
gi|45383550|ref|NP_989628.1| ----------------------CFYLKALDGFVMVLSEDGDMIYMSENVNKCMGLTQFDLTGHSVFDFTHPCDHEELREMLTHRNGPVKKGKEQ--------NTERSFFLRMKCTLTSRGRTVNIKSATWKVLHCTGHIRVYDTCNNQTH   300
gi|41053885|ref|NP_956527.1| ----------------------GFYLKALEGFLMVLSEDGDMVYLSENVSKSMGLTQFDLTGHSIFEFSHPCDHEELREMLVHRTG-SKKTKEQ--------NTERSFFLRMKCTLTSRGRTVNIKSATWKVLHCAGHVRVHEGSEASED   300
gi|24651293|ref|NP_524584.2| QQEVKPKLEVGTEDWLNGAEARELLKQTMDGFLLVLSHEGDITYVSENVVEYLGITKIDTLGQQIWEYSHQCDHAEIKEALSLKRELAQKVKDEPQQNSGVSTHHRDLFVRLKCTLTSRGRSINIKSASYKVIHITGHLVVNAKGER---   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                            *: * .*********:**.:.***::*:***:*:* *::: :*:**.*.:**. *::.  *. **::*  *.:.:::***  *.:**:*.* **: *: :***::*:  :  **.:******:*.: : . : ** *   
gi|7363433|ref|NP_034561.1| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTES   450
gi|13242249|ref|NP_077335.1| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTES   450
gi|4504385|ref|NP_001521.1| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTEC   450
gi|114653409|ref|XP_001168785.1| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTEC   450
gi|73963131|ref|XP_537471.2| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTEC   450
gi|117935055|ref|NP_776764.2| CGYKKPPMTCLVLICEPIPHPSNIEIPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKRGGYVWIETQATVIYNTKNSQPQCIVCVNYVVSGIIQHDLIFSLQQTEC   450
gi|45383550|ref|NP_989628.1| CGYKKPPMTCLVLICEPIPHPSNIEVPLDSKTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDHLTKTHHDMFTKGQVTTGQYRMLAKQGGYVWVETQATVIYNTKNSQPQCIVCVNYVLSGIVQKDLIFSLGQTEC   450
gi|41053885|ref|NP_956527.1| SGFKEPPVTYLVLICEPIPHPSNIEVPLDSKTFLSRHTLDMKFSYCDERITELMGYEPDDLLNRSVYEYYHALDSDHLTKTHHNLFAKGQATTGQYRMLAKKGGFVWVETQATVIYNPKNSQPQCIVCVNYVLSGIVEGDVVLSLQQTVT   450
gi|24651293|ref|NP_524584.2| ---------LLMAIGRPIPHPSNIEIPLGTSTFLTKHSLDMRFTYVDDKMHDLLGYSPKDLLDTSLFSCQHGADSERLMATFKSVLSKGQGETSRYRFLGKYGGYCWILSQATIVYDKLK--PQSVVCVNYVISNLENKHEIYSLAQQTA   450
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                                    :  *                             .. :.  ::          .:.   :: *  .   .: *.::.* * .*                                                                  
gi|7363433|ref|NP_034561.1| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSCLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|13242249|ref|NP_077335.1| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSCLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|4504385|ref|NP_001521.1| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSSLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|114653409|ref|XP_001168785.1| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSSLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|73963131|ref|XP_537471.2| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSSLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|117935055|ref|NP_776764.2| VLKPVE-----------------------------SSDMKMTQLFTKV---ESEDTSSLFDKLKKEPDALTLLAPAAGDTIISL------------------------------------------------------------------   600
gi|45383550|ref|NP_989628.1| MLKPVE-----------------------------SPEMKMTKIFSKD---DWDDTNSLFEKLKQEPDALTVLAPAAGDTIISL------------------------------------------------------------------   600
gi|41053885|ref|NP_956527.1| EPKAVEKESEETEEK--------------------TSELDILKLFKPESLNCSLESSTLYNKLKEEPEALTVLAPAAGDAIISL------------------------------------------------------------------   600
gi|24651293|ref|NP_524584.2| ASEQKEQHHQAAETEKEPEKAADPEIIAQETKETVNTPIHTSELQAKPLQLESEKAEKTIEETKTIATIPPVTATSTADQIKQLPESNPYKQILQAELLIKRENHSPGPRTITAQLLSGSSSGLRPEEKRPKSVTASVLRPSPAPPLTPP   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                              *:.    .::    .::. :.*::.    .  *     ::.. . : :       : .: .             
gi|7363433|ref|NP_034561.1| ----------------------------------------------------------------------------DFGSDDTETEDQQLEDVPLYNDVMFPSS-NEKLN-INLAMSPLPSSETPKPLRSSADPALNQEVALKLESSPES   750
gi|13242249|ref|NP_077335.1| ----------------------------------------------------------------------------DFGSDDTETEDQQLEDVPLYNDVMFPSS-NEKLN-INLAMSPLPASETPKPLRSSADPALNQEVALKLESSPES   750
gi|4504385|ref|NP_001521.1| ----------------------------------------------------------------------------DFGSNDTETDDQQLEEVPLYNDVMLPSP-NEKLQNINLAMSPLPTAETPKPLRSSADPALNQEVALKLEPNPES   750
gi|114653409|ref|XP_001168785.1| ----------------------------------------------------------------------------DFGSNDTETDDQQLEEVPLYNDVMLPSP-NEKLQNINLAMSPLPTAETPKPLRSSADPALNQEVALKLEPNPES   750
gi|73963131|ref|XP_537471.2| ----------------------------------------------------------------------------DFGSNDTETDDQQLEEVPLYNDVMLPSS-NEKLQNINLAMSPLPASETPKPLRSSADPALNQEVALKLEPNPES   750
gi|117935055|ref|NP_776764.2| ----------------------------------------------------------------------------DFGSNDTETDDQQLEEVPLYNDVMLPSS-NEKLQNINLAMSPLPASETPKPLRSSADPALNQEVALKLEPNPES   750
gi|45383550|ref|NP_989628.1| ----------------------------------------------------------------------------DFSSN--ESDEQQCDEVPLYNDVMLPSS-SEKLQNINIAMSPLPASETTKPLRSNADPALNREVVSKLEPNTET   750
gi|41053885|ref|NP_956527.1| ----------------------------------------------------------------------------DFNNS--DSDIQLLKEVPLYNDVMLPSS-SEKLP---LSLSPLTPSDS---LSSHATTAKS-------------   750
gi|24651293|ref|NP_524584.2| PTAVLCKKTPLGVEPNLPPTTTATAAIISSSNQQLQIAQQTQLQNPQQPAQDMSKGFCSLFADDGRGLTMLKEEPDDLSHHLASTNCIQLDEMTPFSDMLVGLMGTCLLPEDINSLDSTTCSTTASGQHYQSPSSSSTSAPSNTSSSNNS   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                         *     .                                                                                                                                        
gi|7363433|ref|NP_034561.1| LGLSFTMPQIQDQPASPSDGSTRQSSPERLLQENVNTPNFSQPNSPSEYCFDVDSDMVNVFKLELVEKLFAEDTEAKNPFSTQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESNSPSPPSMS---TVT   900
gi|13242249|ref|NP_077335.1| LGLSFTMPQIQDQPASPSDGSTRQSSPE--------------PNSPSEYCFDVDSDMVNVFKLELVEKLFAEDTEAKNPFSAQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESNSPSPPSVS---TVT   900
gi|4504385|ref|NP_001521.1| LELSFTMPQIQDQTPSPSDGSTRQSSP--------------EPNSPSEYCFYVDSDMVNEFKLELVEKLFAEDTEAKNPFSTQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESSSASPESASPQSTVT   900
gi|114653409|ref|XP_001168785.1| LELSFTMPQIQDQTPSPSDGSTRQSSP--------------EPNSPSEYCFYVDSDMVNEFKLELVEKLFAEDTEAKNPFSTQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESSSASPESASPQSTVT   900
gi|73963131|ref|XP_537471.2| LELSFTMPQIQDQPASPSDGSTRQSSPEVSSGKSKHIEFLLQPNSPSEYCFDVDSDMVNEFKLELVEKLFAEDTEAKNPFSTQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESNSTSPQSAS---TIT   900
gi|117935055|ref|NP_776764.2| LELSFTMPQIQDQPASPSDGSTRQSSP--------------EPNSPSEYCFDVDSDMVNEFKLELVEKLFAEDTEAKNPFSTQDTDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLENSSTSPQSAS---TNT   900
gi|45383550|ref|NP_989628.1| LELSFTMPQVQEQPTSPSDASTSQSSP--------------EPSSPNDYCFDVDNDMANEFKLELVEKLFAIDTEAKNPFSTQETDLDL--------------------EMLAPYIPMDDDFQLRSFDQLSPLESSSSGSQNAA---TIT   900
gi|41053885|ref|NP_956527.1| -----TLPCRRRHPG---------------------------------------------------------------------------------------------------------------------------------------   900
gi|24651293|ref|NP_524584.2| YANSPLSPLTPNSTATASNPSHQQQQQHHNQQQQQQQQQQHHPQHHDNSNSSSNIDPLFNYREESNDTSCSQHLHSPSITSKSPEDSSLPSLCSPNSLTQEDDFSFEAFAMRAPYIPIDDDMPLLTETDLMWCPPEDLQTMVPKEIDAIQ   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                   :                                    *.:                                         :   
gi|7363433|ref|NP_034561.1| GFQQTQLQKPTITATATT------TATTDESKTETKDNKEDIKILIASPSSTQVPQETTTAKASAYS-GTHSRTASPDRAGKRVIEQTDKAHPRSLK-LSATLNQRNTVPEEELNPKTIASQNAQRKRKMEHDGSLFQAAGIGTLLQQPG  1050
gi|13242249|ref|NP_077335.1| GFQQTQLQKPTITVTATA------TATTDESKAVTKDNIEDIKILIASPPSTQVPQEMTTAKASAYS-GTHSRTASPDRAGKRVIEKTDKAHPRSLN-LSVTLNQRNTVPEEELNPKTIALQNAQRKRKMEHDGSLFQAAGIGTLLQQPG  1050
gi|4504385|ref|NP_001521.1| VFQQTQIQEPTANATTT-------TATTDELKTVTKDRMEDIKILIASPSPTHIHKETTSATSSPYR-DTQSRTASPNRAGKGVIEQTEKSHPRSPNVLSVALSQRTTVPEEELNPKILALQNAQRKRKMEHDGSLFQAVGIGTLLQQPD  1050
gi|114653409|ref|XP_001168785.1| VFQQTQIQEPTANATTT-------TATTDELKTVTKDCMEDIKILIASPSPTHIHKETTSATSSPYR-DTQSRTASPNRAGKGVIEQTEKSHPRSPNVLSVALSQRTTVPEEELNPKILALQNAQRKRKMEHDGSLFQAVGIGTLLQQPD  1050
gi|73963131|ref|XP_537471.2| VFQPTPMQEPPLTTTST-------TATTDELKTVTKDGIEDIKILIAAPSPTHVPKVTTSATTSPYS-DTGSRTASPNRAGKGVIEQTEKSHPRSPNVLSVTLSQRTTIPEEELNPKILALQNAQRKRKIEHDGSLFQAVGIGTLLQQPD  1050
gi|117935055|ref|NP_776764.2| VFQPTQMQEPPIATVTT-------TATSDELKTVTKDGMEDIKILIAFPSPPHVPKEPPCATTSPYS-DTGSRTASPNRAGKGVIEQTEKSHPRSPNVLSVALSQRTTAPEEELNPKILALQNAQRKRKIEHDGSLFQAVGIGTLLQQPD  1050
gi|45383550|ref|NP_989628.1| ILQQTQTP----------------STAADEIKPVAER-VDDVKALIVPSSPVHVINDTSSAPASPYS-GNRSRTASPIRAGKGTLEQTEKSCPGAPSLITVTLNKRSTAMDEELNPKMLALHNAQRKRKMEHDGSLFQAVGIGSLFQQTG  1050
gi|41053885|ref|NP_956527.1| -------------------------------------------------------------PLHPYT-CCRR--------------------------CAVHLSRSS------------------------------VAVGMPHLFDPAP  1050
gi|24651293|ref|NP_524584.2| QQLQQLQQQHHQQYAGNTGYQQQQQQPQLQQQHFSNSLCSSPASTVSSLSPSPVQQHHQQQQAAVFTSDSSELAALLCGSGNGTLSILAGSGVTVAEECNERLQQHQQQQQQTSGNEFRTFQQLQQELQLQEEQQQRQQQQQQQQQQQQQ  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  .     .   *                                   :                                                                                                       
gi|7363433|ref|NP_034561.1| DCAPTMSLSWKR----------------------------------VKGFISSEQNGTEQKTIILIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|13242249|ref|NP_077335.1| DRAPTMSLSWKR----------------------------------VKGYISSEQDGMEQKTIFLIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|4504385|ref|NP_001521.1| DHAATTSLSWKR----------------------------------VKGCKSSEQNGMEQKTIILIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|114653409|ref|XP_001168785.1| DHAATTSLSWKR----------------------------------VKGCKSSEQNGMEQKTIILIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|73963131|ref|XP_537471.2| DRATTTSLSWKR----------------------------------VKGCKSSEQNGMEQKTIILIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|117935055|ref|NP_776764.2| DRATTTSLSWKR----------------------------------VKGCKSSEQNGMEQKTIILIPSDLACRLLGQSMDESGLPQLTSYDCEVNAP----IQGSRNLLQGEELLRALDQVN----------------------------  1200
gi|45383550|ref|NP_989628.1| DRGGNASLAWKR----------------------------------VKACKTNGHNGVEQKTIILLSTDIASKLLGQSMDESGLPQLTSYDCEVNAP----IQGNRNLLQGEELLRALDQVN----------------------------  1200
gi|41053885|ref|NP_956527.1| HRAAVSSTTEKC----------------------------------LQRC----------------------------------------------------------------------------------------------------  1200
gi|24651293|ref|NP_524584.2| QQLLSLNIECKKEKYDVQMGGSLCHPMEDAFENDYSKDSANLDCWDLIQMQVVDTEPVSPNAASPTPCKVSAIQLLQQQQQLQQQQQQQQNIILNAVPLITIQNNKELMQQQQQQQQQQQQEQLQQPAIKLLNGASIAPVNTKATIRLVE  1200
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                                                                                                                        
gi|7363433|ref|NP_034561.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|13242249|ref|NP_077335.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|4504385|ref|NP_001521.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|114653409|ref|XP_001168785.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|73963131|ref|XP_537471.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|117935055|ref|NP_776764.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|45383550|ref|NP_989628.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|41053885|ref|NP_956527.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
gi|24651293|ref|NP_524584.2| SKPPTTTQSRMAKVNLVPQQQQHGNKRHLNSATGAGNPVESKRLKSGTLCLDVQSPQLLQQLIGKDPAQQQTQAAKRAGSERWQLSAESKQQKQQQQQSNSVLKNLLVSGRDDDDSEAMIIDEDNSLVQPIPLGKYGLPLHCHTSTSSVL  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                                                                                                                                                                        
gi|7363433|ref|NP_034561.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|13242249|ref|NP_077335.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|4504385|ref|NP_001521.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|114653409|ref|XP_001168785.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|73963131|ref|XP_537471.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|117935055|ref|NP_776764.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|45383550|ref|NP_989628.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|41053885|ref|NP_956527.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1500
gi|24651293|ref|NP_524584.2| RDYHNNPLISGTNFQLSPVFGGSDSSGGDGETGSVVSLDDSVPPGLTACDTDASSDSGIDENSLMDGASGSPRKRLSSTSNSTNQAESAPPALDVETPVTQKSVEEEFEGGGSGSNAPSRKTSISFLDSSNPLLHTPAMMDLVNDDYIMG  1500
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                                       
gi|7363433|ref|NP_034561.1| ---------------------  1521
gi|13242249|ref|NP_077335.1| ---------------------  1521
gi|4504385|ref|NP_001521.1| ---------------------  1521
gi|114653409|ref|XP_001168785.1| ---------------------  1521
gi|73963131|ref|XP_537471.2| ---------------------  1521
gi|117935055|ref|NP_776764.2| ---------------------  1521
gi|45383550|ref|NP_989628.1| ---------------------  1521
gi|41053885|ref|NP_956527.1| ---------------------  1521
gi|24651293|ref|NP_524584.2| EGGFEFSDNQLEQVLGWPEIA  1521
                         ......1510......1520.


