
                                                                                                                                                                                        
gi|22326964|ref|NP_680196.1| ------------------------------------------------------------------------------------------------------------MVMMKKMKGSQSFRQRLLLSTLSSTPISIDEIR---------   150
gi|115456421|ref|NP_001051811.1| ----------------------------------------------------------------------------------------------------------MGRDKARRLSGSRHFRQRVVLATLTSTAITIDDIR---------   150
gi|6324564|ref|NP_014633.1| --------------------------------------------------------------------------------------------------------MSSSAPKYTTFQGSQNFRLRIVLATLSGKPIKIEKIR---------   150
gi|50305013|ref|XP_452464.1| --------------------------------------------------------------------------------------------------------MSSSS-RYVTFEGSRNFRLRVVMATLSGKAIKIEKIR---------   150
gi|45185673|ref|NP_983389.1| --------------------------------------------------------------------------------------------------------MSS---KYVTFRGATNFRHRIVMATLSGKAVKIEKIR---------   150
gi|19113804|ref|NP_592892.1| --------------------------------------------------------------------------------------------------------MSTG--QLKRFKGCEYLTHRLVLATLSGTPIRVEGIY---------   150
gi|18860065|ref|NP_572919.1| ------------------------------------------------------------------------------------------------------MPPIAQEGNCLIYRGSNFLKQRLILACLSGKPVKISQIRS--------   150
gi|58386084|ref|XP_314471.2| ------------------------------------------------------------------------------------------------------MTCVGKEKGCLIYEGSNFLKQRLLLSTLSGKSIEVREIRP--------   150
gi|73946912|ref|XP_541299.2| MAAPHGHRPDPARTNSSETRCGSLPRPGGEAGRRAPTPPLSPLTRCLVSLSSCSKPRGRAGGCGLRSSARVTAASVAAAAGVAIPAPVQSRRAPAARTLAEGAHMAT-QAHSLSYAGCNFLRQRQVLSTLSGRPVKIRRIRA--------   150
gi|116004481|ref|NP_001070599.1| --------------------------------------------------------------------------------------------------------MAS-QAHSLSYSGCNFLRQRLVLSTLSGRPVKIRKIRA--------   150
gi|157426877|ref|NP_005763.3| --------------------------------------------------------------------------------------------------------MAT-QAHSLSYAGCNFLRQRLVLSTLSGRPVKIRKIRA--------   150
gi|114623668|ref|XP_520471.2| --------------------------------------------------------------------------------------------------------MAT-QAHSLSYAGCNLLRRGRGLSTLSGRPVKIRKNRA--------   150
gi|10946950|ref|NP_067500.1| --------------------------------------------------------------------------------------------------------MAT-QAHSLSYAGCNFLRQRLVLSTLSGRPVKIRRIRA--------   150
gi|61557112|ref|NP_001013170.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|50761706|ref|XP_424808.1| --------------------------------------------------------------------------------------------------------MAGGGAQCLSFAGCNFLRQRLVLSTLSGRPLKIRKIRA--------   150
gi|51467978|ref|NP_001003865.1| ----------------------------------------------------------------------------------------------------------------MEFEGCSGFRQRLVLSTLSGKPVKIRNIRS--------   150
gi|32564710|ref|NP_495445.2| -----------------------------------------------------------------------------------------------------------MSSETLEFSGCNFFRIRLAYSILSGRPIRIINIRK--------   150
gi|124810346|ref|XP_001348851.1| ----------------------------------------------------------------------------------------------------------------MEFYGSNFFRLRLALSLISGKAITIKNIRKKRKSIIKN   150
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gi|22326964|ref|NP_680196.1| ------------------ADETIPGLRPHEVNLLRLLEIVTDDAVVDINETGTRLKYKPGTIVGGK---------NLVHSCSLSRSIGYYLEPLLLLGLFGKKPLSIRLKGITNDPRDASVDTFRSTTLNIIKRFGVPAEDLELK-IEAR   300
gi|115456421|ref|NP_001051811.1| ------------------SGGAAPGLRPHEVSLLHLLHKISDHHSLDLNETGTKLRYKPGVIVGGR---------DLEHDCGVHRGIGYFLEPLILLGLFARAPISIRLKGITNDTKDPSVDTFRMVTLHMLKQFGVPLEGLELK-IESR   300
gi|6324564|ref|NP_014633.1| ------------------SGDLNPGLKDYEVSFLRLIESVTNGSVIEISYTGTTVIYRPGIIVGG----------ASTHICPSSKPVGYFVEPMLYLAPFSKKKFSILFKGITASHNDAGIEAIKWGLMPVMEK-FGVR-ECALH-TLKR   300
gi|50305013|ref|XP_452464.1| ------------------SDDLNPGLKDYEVSFLRLMEAVTNGSSIEISYTGTTVIFRPGIITGG----------SYTHQCPNSKPVGYFAEPMLYLAPFSKKKFSILFRGITSSHNDAGIDAIKWGLMPIMEK-FGVR-ECALH-TLKR   300
gi|45185673|ref|NP_983389.1| ------------------SEDMNPGLRDHEVSFLRLIEAVTNGSVIEISYTGTTVIYRPGIIVGG----------SHTHNCPNGKAVGYYVEPLLYLAPFSKKKFSIILRGVTSTHQDAGIEAIKWGLMPVMEK-FGVR-ECALH-TLKR   300
gi|19113804|ref|NP_592892.1| ------------------PDEADPGVKDYQVSFLRLLEKLTNGSVIEISYTGTSFIYRPGNIIGG----------RVVHDCPTTKGIGYFLEPILILCLFAKTPTSLTLTGVTSSNEDIGVDVLRTSVLPSLQKRFQVGDELELR-ILKR   300
gi|18860065|ref|NP_572919.1| ------------------EDETAPGLREYEISLIRLLDKITNGTKIELNPAGTSVMFSPGLLHGG----------QLNHDCCVQRGIGYYLDALIALGPFCKSPLQCTLRGVTNSKDSPSVDHIKGAALSLLKRFLLVDEGLELK-VVRR   300
gi|58386084|ref|XP_314471.2| ------------------HHETNPGLQEYETNLLQLLDKITNGTITRVDRDGCSFVYQPGLLYGG----------VIHHDCSTERGIGYYLDVLVALGPFCKKPLDVTLTGVTNSKESPSVDHIKASALPALKRFLIVDEGLELK-VLKR   300
gi|73946912|ref|XP_541299.2| ------------------RDD-NPGLRDFEASFIRLLDKVTNGSRIEINQTGTTLYYQPGLLYGG----------SVEHDCNVLRSIGYYLESLLCLAPFMKHPLRIVLRGVTNDQVDPSVDVLKATALPLLKQFGIDGESFELK-VVRR   300
gi|116004481|ref|NP_001070599.1| ------------------RDD-NPGLRDFEASFIRLLDKVTNGSRIEINQTGTTLYYQPGLLYGG----------SMEHDCSVLRGIGYYLESLLCLAPFMKHPLRIVLRGVTNDQVDPSVDVLKATALPLLKQFGIDGESFELK-VVRR   300
gi|157426877|ref|NP_005763.3| ------------------RDD-NPGLRDFEASFIRLLDKITNGSRIEINQTGTTLYYQPGLLYGG----------SVEHDCSVLRGIGYYLESLLCLAPFMKHPLKIVLRGVTNDQVDPSVDVLKATALPLLKQFGIDGESFELK-IVRR   300
gi|114623668|ref|XP_520471.2| ------------------RDD-NPGLRDFEASFIRLLDKITNGSRIEINQTGTTLYYQPGLLYGG----------SVEHDCSVLRGIGYYLESLLCLAPFMKHPLKIVLRGVTNDQVDPSVDVLKATALPLLKQFGIDGESFELK-IVRR   300
gi|10946950|ref|NP_067500.1| ------------------RDD-NPGLRDFEASFIRLLDKITNGSRIEINQTGTTLYYQPGLLYGG----------SVEHDCSVLRGIGYYLEALLCLAPFMKHPLKIVLRGVTNDQVDPSVDVLKATALPLLKQFGIDGESFELK-ILRR   300
gi|61557112|ref|NP_001013170.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|50761706|ref|XP_424808.1| ------------------KEE-DPGLRDFEACFIRLIDKVTNGSRIEINQTGTTLYYQPGLLYGG----------SLEHDCSPSRSIGYYLESLLCLAPFMKHPLKIVLRGVTNDQVDPSVDVLKATALPLLKKFGIDGESLEIK-INRR   300
gi|51467978|ref|NP_001003865.1| ------------------KDD-NPGLRDFEASFIRMLDKLTNGTRIEINQTGTVLFYQPGLLYGG----------SVEHECNVQRSVGYYLEALLMLAPFMKTPIKAVLKGITNHPTDPSVDLLKVTAVPLMKRFGINGDGLEIK-VVKR   300
gi|32564710|ref|NP_495445.2| ------------------NDD-RPGIRDFESKLIGLLEKVTNGTKVEISRTGTQVIFRPGMITGG----------VVNLDCGTERCISYFLEPLLLLSPFCKVPMVIKLKGVTNAPGEISVDGMKASWLKVYNKFVLNDEKLDIK-IQAR   300
gi|124810346|ref|XP_001348851.1| GMNNEMDIQEELRKNKDGDNYNKYGLKEYEAKILKLIDKLCDNTTIKINEEGDELYFEPGYLIGNTNEEDSRNMYNMTFHCGKERSITYYLEFLIMIVLFFKNPVNILLKGITDDYIDNNVYTCKIICEHFFKEILKLNEDFLYINILKR   300
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gi|22326964|ref|NP_680196.1| GVAPNGGGEVLLTVPNIK-TLSAVHWVEEGMVKKIRGTTFSTRVTSDFEHSMRFAARGIFNNLLPDVHIFQDHRAGAQAG--KSPGYGISLAAETTT-GCFISADTTVSCERPDETGE--------------------------------   450
gi|115456421|ref|NP_001051811.1| GAPPLGGGEVFLRVPNIKSTLKAANWADEGMVKRIRGVSFSTRVSPQIENRIIYAARGIFNRFIPDVHIFTDHRSGSAGG--RSAGYGVSVVAETTT-GCLLSADATVSYPNVDEMNE--------------------------------   450
gi|6324564|ref|NP_014633.1| GSPPLGGGEVHLVVDSLIAQPITMHEIDRPIISSITGVAYSTRVSPSLVNRMIDGAKKVLKNLQCEVNITADVWRGENSG--KSPGWGITLVAQSKQKGWSYFAEDIGDAG---------------------------------------   450
gi|50305013|ref|XP_452464.1| GSPPLGGGEVHLVVDSLIAQPITMHALDKTMISSIRGVSYSTRVSPSLVNRMIDGAKKVLKSASCEVNITADVWRGENSG--KSPGWGLTLVAENKQ-GWRIFSEAIGDAG---------------------------------------   450
gi|45185673|ref|NP_983389.1| GAPPLGGGEVHLVVDSLIAQPITMHALERPLISAIRGVAYSTRVSPSMVNRMIDGAKSVLKQVPCEANITADVWRGANSG--KSPGWGITLVAETKK-GWRYFTEAIGDAG---------------------------------------   450
gi|19113804|ref|NP_592892.1| GSAPGGGGEVNFLCPVIKESLPPIRLSEFGRVFRIRGIASSTRVSPAFANRLVESARGVLNPFIPDVFIYTDVRRGDECG--NSPGYSITLVAETNK-GCSYAAEHCGEAG---------------------------------------   450
gi|18860065|ref|NP_572919.1| GVAPLGGGEIIFRCP-VRKSLRAIQFQSQGMVKRIRGTVYACKVSPAMANRTVEAAKGCMLKFLPDVYIYTDQNKGKMSG--NSPGFGICLIAETTD-GVCFAADCCSNTRE--------------------------------------   450
gi|58386084|ref|XP_314471.2| GIMPGGGGEITFRCP-VRKSLKAIQCTKQTMVKRIRGTAYCCKVSPAMANRAVEHAKGVMLNFLPDVYINTDQHKGKRSG--NSPGYGINLVAETTD-GTMFSAEAICKTMD--------------------------------------   450
gi|73946912|ref|XP_541299.2| GMPPGGGGEVFFSCP-VRKVLKPIQLTDPGKIKRIRGTAYSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGINSG--KSPGFGLSLVAETTN-GTFLSAELASNP----------------------------------------   450
gi|116004481|ref|NP_001070599.1| GMPPGGGGEVFFSCP-VRKVLKPIQLIDPGKIKRIRGMAYSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGINSG--KSPGFGLSLVAETTN-GTFLSAELASNP----------------------------------------   450
gi|157426877|ref|NP_005763.3| GMPPGGGGEVVFSCP-VRKVLKPIQLTDPGKIKRIRGMAYSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGVNSG--KSPGFGLSLVAETTS-GTFLSAELASNP----------------------------------------   450
gi|114623668|ref|XP_520471.2| GMPPGGGGEVVFSCP-VRKVLKPIQLTDPGKIKRIRGMAYSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGVNSG--KSPGFGLSLVAETTS-GTFLSAELASNP----------------------------------------   450
gi|10946950|ref|NP_067500.1| GMPPGGGGEVLFSCP-VRKVLKPVQLTDPGKIKRIRGMAYSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGVSSG--KSPGFGLSLVAETTN-GTFLSAELASNP----------------------------------------   450
gi|61557112|ref|NP_001013170.1| -MPPGGGGEVLFSCP-VRKVLKPVQLTDPGKIKRIRGMAYSVRVSPQMANRIVDSARGILNKFIPDIYIYTDHMKGVNSG--KSPGFGLSLVAETTN-GTFLSAELASNP----------------------------------------   450
gi|50761706|ref|XP_424808.1| GMPPKGGGEILFACP-VRKVLQPIQFTDPGKIKRIRGTAYSVRVSPQMANRMVESARSVLNKFLPDVYIYTDHMKGISSG--KSPGFGICLIAETIN-GTILSAELASNP----------------------------------------   450
gi|51467978|ref|NP_001003865.1| GMAPGGGGEVHFSCP-VSRSMKPVQLTEAGKIKRIRGTAFSVRVSPQMANRIVDSARSILNKFIPDIYIYTDHMKGPNSG--KSPGFGLVLVAETLN-GVFLGAEVVSTP----------------------------------------   450
gi|32564710|ref|NP_495445.2| GLKPEGGGVVVFTAP-IVKTLRPVKRQQVGKVCKIRGQAYVTKVTPSLAYRMIDAAKKAMHGYISDVYITVDQRKGDAGG--ASPGYGLFLTAETTE-GVIYQAEAISRPK---------------------------------------   450
gi|124810346|ref|XP_001348851.1| STKPECSGEVHFFMR-NIKKINPFDITNVGVVNKISGSILSNNISLMFRNKIMNFAKKQLYHFTPYINIDVQKEDDKKNKNINSHFISFSLFAHTKC-NCIYAADICVDELFLKKLKEGINHRDKHEHMQDSSNILEDKQHYMNGNYHTN   450
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gi|22326964|ref|NP_680196.1| ---------------------LDVEKKERSPAEDTGVEVASWLLQEIEKGGVVDSTHQGLLFLLCALSEQD-VSKVRVG--TLSPYAVETLRNIKEFLGVKFAIKPDPL----------------TGTVILKCTGSGLINLSRKLS   596
gi|115456421|ref|NP_001051811.1| ----------------------ESENLELTSPEDLGVQVASMLLEEVAQGGVVDSAHQGLLFILCALSPPD-VSKVRVG--QLTPYAIETLRNIRDFLDVKFIIKPDPN----------------SNTVTLKCVGAGVKNLARKTS   596
gi|6324564|ref|NP_014633.1| -----------------------------SIPEELGEKVACQLLEEISKSAAVGRNQLPLAIVYMVIGKED-IGRLRINKEQIDERFIILLRDIKKIFNTEVFLKP----VDEAD----------NEDMIATIKGIGFTNTSKKIA   596
gi|50305013|ref|XP_452464.1| -----------------------------DVPEDIGASVAYHLLEEISKSGVVGRNQLPLTILYMIIGKED-IGRLRITKDQIDERFVWLLRDIKKVFGTEILLKP----VDDN-----------TTDLIATIKGIGFTNTNKKIA   596
gi|45185673|ref|NP_983389.1| -----------------------------EVPEDIGNKAAYNLLEEISRSAVVCRSQLPLAIVYMVIGKED-IGRLRIARAQVDESLVLLLRDIKELFGTEALLKP----ADDD-----------TDDLIVTIKGIGFTNTSKKIA   596
gi|19113804|ref|NP_592892.1| -----------------------------ETPEDVGSFCAKKLLEVIESGGCVDPYTQPSTLTGMLLSSED-VNTIVVGQLGITSQLVVFLRDVKALFNCEYRFKE----LESG-------------QVEMSCLGKGYLNVNRRIQ   596
gi|18860065|ref|NP_572919.1| -----------------------ESEDTPSIPENLGKEVALRLLDEIYRGGCVDSSYQWLAALYIALGQKH-VSKFLTG--ALSNYTVHFLQHLRDFFSITFKLENPEAEDEDE-----AENVRGAQKVLMACVGIGYTNINKRVI   596
gi|58386084|ref|XP_314471.2| -----------------------EQQGNPSIPEDLGREAGMKLLDEVFRGGCVDSAFQWLVVLYMALAQKD-VSKFLIG--PLSQYTIHFLQHLREFFAITFKLENANGDQEDETAGRDDEELSGSNKVMLTCVGVGYSNFSKRVN   596
gi|73946912|ref|XP_541299.2| -----------------------QGQGAAVLPEDLGRNCAKLLLEEIYRGGCVDSTNQSLALLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQIMFKIET--KPCGEE--------LKGGDKVLMTCVGVGFSNLSKTLK   596
gi|116004481|ref|NP_001070599.1| -----------------------QGQGAAMLPEDLGRNCARLLLEEIYRGGCVDSTNQSLALLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQIMFKIET--KPCGEE--------LKGGDKVLMTCVGIGFSNLSKTLK   596
gi|157426877|ref|NP_005763.3| -----------------------QGQGAAVLPEDLGRNCARLLLEEIYRGGCVDSTNQSLALLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQIMFKIET--KPCGEE--------LKGGDKVLMTCVGIGFSNLSKTLK   596
gi|114623668|ref|XP_520471.2| -----------------------QGQGAAVLPEDLGRNCARLLLEEIYRGGCVDSTNQSLALLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQIMFKIET--KPCGEE--------LKGGDKVLMTCVGIGFSNLSKTLK   596
gi|10946950|ref|NP_067500.1| -----------------------QGQGAAVLPEDLGRNCAKLLLEEIYRGGCVDSTNQSLVLLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQVMFKVET--KPCGEE--------LKGGDKVLMTCVGIGFSNLSKTLK   596
gi|61557112|ref|NP_001013170.1| -----------------------QGQGAAVLPEDLGRNCAKLLLEEIYRGGCVDSTSQSLVLLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLKSFFQVMFKVET--KPCGEE--------LKGGDKVLMTCVGIGFSNLSKTLK   596
gi|50761706|ref|XP_424808.1| -----------------------QGQGAAVLPEELGQNCAKLLLEEIYRGGCVDSTNQSLALLLMTLGQQD-VSKVLLG--PLSPYTIEFLRHLRSFFQIMFKIEM--KSPEEE--------HKGGEKVLMTCVGIGFSNLSKTIR   596
gi|51467978|ref|NP_001003865.1| -----------------------QGQGEMQLPEDLGRNCAKLLLEEIYRGGCVDSTNQSLALLYMTLGQQE-VSKTLLG--PLSPYTMDFLRHIRDFFQIMFKIETQ-KPSEDE--------CKGGEKVLMTCVGAGYNNISKSIK   596
gi|32564710|ref|NP_495445.2| -----------------------GESGVPILPEDIGIEAGHALLQQIYMGGALDSSAQILASTFMTLCPKD-VSHFLYG--PLPMYSVHALRHLKQFFEIEFKMEDFKKTLKEE---EADLKTGSADKAMVTAVGVGYSNLNKTIL   596
gi|124810346|ref|XP_001348851.1| DENIVPSYTQKDQQNNIITKHINNNLHDVDIYERLGFFISLKMINQIKGLSSVDTNYQWLPLLYMALATDTSVSKITLS--IIKPYSITLIRLLRDFFNVVFKIEKVQKSPIHY-------------SYLIQCVGIGYQNIFKKTF   596
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