
                                                                                                                                                                                        
gi|110347402|ref|NP_034196.3| --------------------------------------------------------------MPARTAPARVPALASPAGSLPDHVRRRLKDLERDGLTEKECVREKLNLLHEFLQTEIKSQLCDLETKLHKEELSEEGYLAKVKSLLNK    88
gi|29789295|ref|NP_445806.1| --------------------------------------------------------------MPARTAPARVPALASPAGSLPDHVRRRLKDLERDGLTEKECVKEKLNLLHEFLQTEIKSQLCDLETKLHKEELSEEGYLAKVKTLLNK    88
gi|195927037|ref|NP_001124295.1| --------------------------------------------------------------MPARTAPARVPTLAVPAISLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLQTEIKNQLCDLETKLRKEELSEEGYLAKVKSLLNK    88
gi|114675304|ref|XP_001163764.1| MAGSVPSFCTGYRLSPFGTSPPPPRPDWGGRRRLRSSPLPIGFRAKSRGACAATAASAEASEMPARTAPARVPTLAVPAISLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLQTEIKNQLCDLETKLRKEELSEEGYLAKVKSLLNK   150
gi|73986989|ref|XP_533919.2| ----------------------------MVHAASARRPSPSVSARKARAASAAAAVSAAVSKMPARTAPARVPTLASRALSLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLQTEIKNQLCDLETKLHKEELSEEGYLAKVKSLLNK   122
gi|32880212|ref|NP_872592.1| --------------------------------------------------------------MPARTAPARVPALASRAFSLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLRTEIKNQLCDLETKLHKEELSEEGYLAKVKSLLNK    88
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|40538748|ref|NP_571264.1| -----------------------------------------------------------------------MPTKTSLSLPEDVKERLQVLDEGGDSLSDEECVKEKLRLLQEFLLADTQDQLKNLEDKLKSSELSTEVYMSEVKAVLKK    79
gi|15236676|ref|NP_192638.1| ---------------------------------------------------------------METKVGKQKKR---SVDSNDDVSKERRPKRAAACRNFKEKPLRISDKSETVEAKKEQNVVEEIVAIQLTSSLESNDDPRPNRRLTDF    84
gi|15236413|ref|NP_193150.1| -------------------------------------------------------------MEMETKAGKQKKR---SVDSDDDVSKERRPKRAAACTNFKEKSLRISDKSETVEAKKEQILAEEIVAIQLTSSLESNDDPRPNRRLTDF    86
gi|15236318|ref|NP_193097.1| ---------------------------------------------------------------MKTKAGKQKKR---SVDSDDDVSRERRPKRATSGTNFKEKSLRFSEKYETVEAKKEQ------------------------------    54
gi|15239810|ref|NP_199727.1| ------------------------------------------------------------MVENGAKAAKRKKRPLPEIQEVEDVPRTRRPRRAAACTSFKEKSIRVCEKSATIEVKKQQIVEEEFLALRLT-ALETDVEDRPTRRLNDF    89
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| DLSLENGTHTLTQKAN--GCPANGSRP---TWRAEMADSNRSPRSRPKPRGPRRSKSDSDTLF----------------ETSPSSVATRRTTRQTTITAHFTKGPTKRKPKEESEEGNSAESAAEERDQDKKRRVVDTESGAAAA---VE   214
gi|29789295|ref|NP_445806.1| DLCLENGTLSLTQKAN--GCPANGSRP---TWKAEMADSNRSPRSRPKPRGPRRSKSDSETMI----------------EASSSSVATRRTTRQTTITSHF-KGPAKRKPKEDSEKGNANESAAEERDQDKKRRVAGTESRASRAGESVE   216
gi|195927037|ref|NP_001124295.1| DLSLENGAHAYNREVN--GRLENGNQARSEARRVGMADANSPPKPLSKPRTPRRSKSDGEAKRSRDPPASASQVTGIRAEPSPSPRITRKSTRQTTITSHFAKGPAKRKPQEESERAKSDESIKEEDKDQDEKRRRVTSRERVARPLPAE   236
gi|114675304|ref|XP_001163764.1| DLSLENGAHAYNREVN--GRLENGNQARSEARRVGMADANSPPKPLSKPRTPRRSKSDGEAK----------------PEPSPSPRITRKSTRQTTITSHFAKGPAKRKPQEESERAKSDESIKEEDKDQDEKRRRVTSRERVARPLPAE   282
gi|73986989|ref|XP_533919.2| DLSLENGAHAFSREMN--GCLENGSQTSGEDRRVGMAEENKSPKPVSKLCTPRRSKSDGETKS---------------EASSSSPRITRQTTRQTTILSHFARGPAKRKPEEEPDKAKSDDSLEEE-NDQEEKRRRVTSREQGARALPAE   254
gi|32880212|ref|NP_872592.1| DLSLENGAHAFSREAN--GCLENGSQTSGEDCRVVMAEKGKPPKPVSRLYTPRRSKSDGETKS---------------EVSSS-PRITRKTTRQTTITSHFPRGPAKRKPEEEPEKVKSDDSVDEE-KDQEEKRRRVTSRERVAGLLPAE   219
gi|118122152|ref|XP_001235520.1| --------------------------------------------------------------------------------SPASSRVTRSSGRQPTILSVFSKGSTKRKSEEVNGAVKPEVSAEKD------------------------    46
gi|40538748|ref|NP_571264.1| ALGVGKEGDGVEQNGHSNGFSENGSHKDNGEQEGAMDTQDEGDAIKSPSAPKGRGGRRSKADSEP-------------KKSPASSRVTRNTGKQQTIVSMFSR-VPKRKSDELNGEP---ANGDTE------------------------   188
gi|15236676|ref|NP_192638.1| VLHNSDGVPQPVEMLELGDIFLEGVVL--PLGDDKNEEKGVRFQSFGRVENWNISGYEDGSPGIWIS------------TALADYDCRKPASKYKKIYDYFFEKACACVEVFKSLSK----NPDTSLDELLAAVARSMS-GSKIFSSGGA   215
gi|15236413|ref|NP_193150.1| VLHDSEGVPQPVEMLELGDIFIEGVVL--PLGDEKKEEKGVRFQSFGRVENWNISGYEDGSPVIWIS------------TALADYDCRKPSKKYKKLYDYFFEKACACVEVFKSLSK----NPDTSLDELLAAVSRSMS-GSKIFSSGGA   217
gi|15236318|ref|NP_193097.1| -----------------------------IVGDDEKEEKGVRFQSFGRVENWTISGYEDGSPVIWIS------------TVIADYDCRKPSKKYKKLYDYFFEKACACVEVCKNLST----NPDTSLKELLAAVVRSMN-GRKIFSSGGV   158
gi|15239810|ref|NP_199727.1| VLFDSDGVPQPLEMLEIHDIFVSGAILPSDVCTDKEKEKGVRCTSFGRVEHWSISGYEDGSPVIWIS------------TELADYDCRKPAASYRKVYDYFYEKARASVAVYKKLSKSSGGDPDIGLEELLAAVVRSMSSGSKYFSSGAA   227
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| KLEEVTAGTQLGPEEPCEQEDDNRSLRRHTRELSLRRKSKEDPDREARPETHLDEDEDGKKDKRSSRPRSQPRDPAAKRRPKEAEPEQVAPETPEDRDEDEREEKRRKTTRKKLESHTVPVQSRSERKAAQSKS-VIPKINSPKCPECGQ   363
gi|29789295|ref|NP_445806.1| KPERVRPGTQLCQEEQGEQEDDRR-PRRQTRELASRRKSREDPDREARPGTHLDVDDDDEKDKRSSRPRSQPRDLATKRRPKE-EVEQITPEPPEGKDEDEREEKRRKTTRKKPEPLSIPVQSRVERKASQGKASAIPKLNPPQCPECGQ   364
gi|195927037|ref|NP_001124295.1| EPERAKSGTRTEKEEERDEKEEKR-LRSQTKEPTPKQKLKEEPDREARAGVQADEDED-GDEKDEKKHRSQPKDLAAKRRPEEKEPEKVNPQISDEKDEDEKEEKRRKTTPKEP----------TEKKMARAKTVMNSKTHPPKCIQCGQ   374
gi|114675304|ref|XP_001163764.1| EPERAKSGTRTEKEEERDEKEEKR-LRSQTKEPTPKQKLKEEPDREARAGVQADEDED-GDEKDEKKHRSQPKDLAAKRRPEEKEPEKVNPQISDEKDEDEKEEKRRKTTPKEP----------TEKKMARAKTVVNSKTHPPKCIQCGQ   420
gi|73986989|ref|XP_533919.2| EPERVQPGTHMDEEEEREEKEEKR-LRSQTKEPTPKPKSKEEPDREGRTG-LQGEMD--GDEKDEKRPRSQPKDLAAKRRPEEKEPERVKPQVSEEKDEDEKEEKRRKTTSKEP----------NEKKMARTKTVVSSKTHPLRCVQCGQ   390
gi|32880212|ref|NP_872592.1| EPGRVRPGTHMEEEG-RDDKEEKR-LRSQTKEPTPKHKAKEEPDRDVRPGGAQAEMNE-GEDKDEKRHRSQPKDLASKRRPEEKEPERVKPQVSDEKDEDEKEEKRRRTTYREL----------TEKKMTRTKIAVVSKTNPPKCTECLQ   356
gi|118122152|ref|XP_001235520.1| --------EEEEEELEEKEQDEKR-IKIETKEGSE-----------------------------------------------------------------------------------------IKDEITQVKTSTPAKTTPPKCVDCRQ    98
gi|40538748|ref|NP_571264.1| --------IKTEETITEEVREEKR-LKTEDEKPE-------------------------------------------------------------------------------------------AENAANLKPVSTAKTPPPKCPDCRQ   238
gi|15236676|ref|NP_192638.1| IQEFVISQGEFIYNQLAGLDETAKNHETCFVENSVLVSLRDHESSKIHKALSN-----------VALRIDESQLVKSDHLVDGAEAEDVRYAKLIQ----------------------------EEEYRISMERSRNKRSSTTS-ASNKF   325
gi|15236413|ref|NP_193150.1| IQEFVISQGEFIYNQLAGLDETAKNHETCFVENRVLVSLRDHESNKIHKALSN-----------VALRIDESKVVTSDHLVDGAEDEDVKYAKLIQ----------------------------EEEYRKSMERSRNKRSSTTSGGSSRF   328
gi|15236318|ref|NP_193097.1| IQEFVISQGEFIYNQLAGLDETSKNHETKFVDNRVLVSLRD-ESRKIHKAFSN-----------VALRIDESKVLTSDQLMDGGEDEDLKYAKLLQ----------------------------EEEHMKSMDRSRNKRSSTTS-APNKF   267
gi|15239810|ref|NP_199727.1| IIDFVISQGDFIYNQLAGLDETAKKHESSYVEIPVLVALRE-KSSKIDKPLQRERNPSNGVRIKEVSQVAESEALTSDQLVDG-TDDDRRYAILLQ----------------------------DEENRKSMQQPR-KNSSSGS-ASNMF   345
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| HLDDPNLKYQQHPE-DAVDEPQMLTSEKLSIYDSTSTWFDTYEDSPMHRFTSFSVYCSRGHLCPVDTGLIEKNVELYFSGCAKAIHDENPSMEGGINGKNLG---------------PINQWWLSGFDGGEKVLIGFSTAFAEYILMEPS   497
gi|29789295|ref|NP_445806.1| YLDDPDLKYQQHPV-DAVDEPQMLTNEALSVFDSNSSWFETYDSSPMHKFTFFSVYCSRGHLCPVDTGLIEKNVELYFSGVAKAIHEENPSVEGGVNGKNLG---------------PINQWWISGFDGGEKALIGFSTAFAEYFLMEPS   498
gi|195927037|ref|NP_001124295.1| YLDDPDLKYGQHPP-DAVDEPQMLTNEKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLEGGVNGKNLG---------------PINEWWITGFDGGEKALIGFSTSFAEYILMDPS   508
gi|114675304|ref|XP_001163764.1| YLDDPDLKYGQHPP-DAVDEPQMLTNEKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLEGGVNGKNLG---------------PINEWWITGFDGGEKALIGFSTSFAEYILMDPS   554
gi|73986989|ref|XP_533919.2| YLDDAELKYEQHPP-DAVDEPQLLTNEKLSIFDANESGFESYEALPQHKLTCFSVYCKRGHLCPIDTGLIEKNVELFFSGYAKPIYDDDPSLEGGVNGKNLG---------------PINEWWITGFDGGEKALIGFSTSFAEYILMDPN   524
gi|32880212|ref|NP_872592.1| YLDDPELRYEQHPP-DAVEEIQILTNERLSIFDANESGFESYEDLPQHKLTCFSVYCKRGHLCPIDTGLIEKDVELLFSGSAKPIYEDDPSPEGGINGKNFG---------------PINEWWIAGFDGGEKALLGFSTSFAEYILMDPS   490
gi|118122152|ref|XP_001235520.1| YLDDPDLKFFQGDPDDALEEPEMLTDERLSIFDANEDGFESYEDLPQHKVTSFSVYDKRGHLCPFDTGLIERNIELYFSGAVKPIYDDNPCLDGGVRAKKLG---------------PINAWWITGFDGGEKALIGFTT-----------   222
gi|40538748|ref|NP_571264.1| YLDDSDLKFFQGDPDDALDEPEMLTDERLSLFDSNEDGFESYEDLPQHKITNFSVYDKRGHLCPFDSGLIEKNVELYFSCAVKPIYDDNPCMDGGVPAKKLG---------------PINAWWITGFDGGEKALIGFTTAFADYILMDPS   373
gi|15236676|ref|NP_192638.1| YIKINEHEIANDYPLPSYYKNTKEETDELLLFEPG--YEVDTRDLPCRTLHNWALYNSDSRMISLEVLPMRPCAEIDVTVFGSGVVAEDDGSGFCLDDSESSTSTQSNVHDGMNIFLSQIKEWMIEFG-AEMIFVTLRTDMAWYRLGKPS   472
gi|15236413|ref|NP_193150.1| YIKISEDEIADDYPLPSYYKNTKEETDELVLFEAG--YEVDTRDLPCRTLHNWTLYNSDSRMISLEVLPMRPCAEIDVTVFGSGVVAEDDGSGFCLDDSESSTSTQSNDHDGMNIFLSQIKEWMIEFG-AEMIFVTLRTDMAWYRLGKPS   475
gi|15236318|ref|NP_193097.1| YIKINEDEIAHDYPLPSYYKNTKDETDELVLFNAG--YAVDARNLPCRTLHNWALYNSDLMLISLEFLPMKPCADIDVTYLG------------------------------------QIKEWKIDFG-EDMIFVLLRTDMAWYRLGKPS   378
gi|15239810|ref|NP_199727.1| YIKINEDEIANDYPLPSYYKTSEEETDELILYDAS--YEVQSEHLPHRMLHNWALYNSDLRFISLELLPMKQCDDIDVNIFGSGVVTDDNGSWISLNDPDSGS--QSHDPDGMCIFLSQIKEWMIEFGSDDIISISIRTDVAWYRLGKPS   491
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| KEYEPIFGLMQEKIYISKIVVEFLQNNPDAVYEDLINKIETTVPPSTINVNRFTEDSLLRHAQFVVSQVESYDEAKDDDETPIFLSPCMRALIHLAGVSLGQRRATRR-VMGATKEKDKA---PTKATTTKLVYQIFDTFFSEQIEKYDK   643
gi|29789295|ref|NP_445806.1| PEYAPIFGLMQEKIYISKIVVEFLQSNPDAVYEDLINKIETTVPPSAINVNRFTEDSLLRHAQFVVSQVESYDDAKDDDETPIFLSPCMRSLIHLAGVSLGQRRATRRTVINSAKVKRKG---PTKATTTKLVYQIFDTFFSEQIEKDDK   645
gi|195927037|ref|NP_001124295.1| PEYAPIFGLMQEKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKD-RGPTKATTTKLVYQIFDTFFAEQIEKDDR   657
gi|114675304|ref|XP_001163764.1| PEYAPIFGLMQEKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKD-RGPTKATTTKLVYQIFDTFFAEQIEKDDR   703
gi|73986989|ref|XP_533919.2| PEYAPLFSVMQEKIYISKIVVEFLQSNPDSTYEDLINKIETTVPPSVLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGKRRAE-RRQTIGHSAKEKD-KGPTKATTTKLVYQIFDTFFAEQIEKDDK   672
gi|32880212|ref|NP_872592.1| PEYAPLFSVMQEKIYISKIVVEFLQSNPDSTYEDLINKIETTVPPCMLNLNRFTEDSLLRHAQFVVEQVESYDRAGDSDEQPIFLSPCMRDLIKLAGVTLGKRRAE-RRQTIRQPAKEKD-KGPTKATTTKLVYQIFDTFFAEQIEKDDK   638
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| EEYSAIFALMQEKICMSKIVVEFLQKNQDATYEDLLNKIETTVPPAGLNFNRFTEDTLLRHAQFVVEQVESYDEAGDSDEQPIIITPCMRDLIKLAGVTLGKRRAARRQAVRHPTKIEKDNKGPTKATTTKLVHLIFDTFFSDQIDQN--   521
gi|15236676|ref|NP_192638.1| KQYAPWFETVMKTVRVAISIFNMLMRESRVAKLSYANVIKRLCGLEENDKAYISSKLLDVERYVVVHGQIILQLFEEYPDKDIKRCPFVTGLASKMQDIHHTKWIIKRKKKILQKGKNLN----------------------PRAGLAHV   600
gi|15236413|ref|NP_193150.1| KQYAPWFGTVMKTVRVGISIFNMLMRESRVAKLSYANVIKRLCGLEENDKAYISSKLLDVERYVVVHGQIILQLFEEYPDKDIKRCPFVTSLASKMQDIHHTKWIIKKKKKILQKGKNLN----------------------PRAGIAPV   603
gi|15236318|ref|NP_193097.1| EQYAPWFEPILKTVRIGTSILALLKNETRMAKLSYTDVIKRLCGLEENDQAYISSTFFDVERYVIVHGQIILQFLTECPDEYIKRCPFVTGLASKMQDRHHTKWIIKKKRKMLQKGENLN----------------------LRRGKAPK   506
gi|15239810|ref|NP_199727.1| KLYAPWWKPVLKTARVGISILTFLRVESRVARLSFADVTKRLSGLQANDKAYISSDPLAVERYLVVHGQIILQLFAVYPDDNVKRCPFVVGLASKLEDRHHTKWIIKKK-KISLKELNLN----------------------PRAGMAPV   618
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| EDKENAMKRRRCGVCEVCQQPECGKCKACKDMVKFGGTGRSKQACLKRRCPNLAVKEADDDEEADDD-VSEMPSPKKLHQGKKKKQNKDRISWLGQPMK--IEENRTYYQKVSIDEEMLEVGDCVSVIPDDSSKPLYLARVTALWEDKNG   790
gi|29789295|ref|NP_445806.1| EDKENTMKRRRCGVCEVCQQPECGKCKACKDMVKFGGTGRSKQACLKRRCPNLAVKEADEDEEADDD-IPELPSPKKLHQGKKKKQNKDRISWLGEPVK--IEENRTYYWKVSIDEETLEVGDCVSVIPDDPSKPLYLARVTALWEDKNG   792
gi|195927037|ref|NP_001124295.1| EDKENAFKRRRCGVCEVCQQPECGKCKACKDMVKFGGSGRSKQACQERRCPNMAMKEADDDEEVDDN-IPEMPSPKKMHQGKKKKQNKNRISWVGEAVK--TDGKKSYYKKVCIDAETLEVGDCVSVIPDDSSKPLYLARVTALWEDSSN   804
gi|114675304|ref|XP_001163764.1| EDKENAFKRRRCGVCEVCQQPECGKCKACKDMVKFGGSGRSKQACQERRCPNMAMKEADDDEEVDDN-IPEMPSPKKMHQGKKKKQNKNRISWVGEAVK--TDGKKSYYKKVCIDAETLEVGDCVSVIPDDSSKPLYLARVTALWEDSSN   850
gi|73986989|ref|XP_533919.2| EDKENAFKRRRCGVCEVCQQPECGQCKACKDMVKFGGSGRSKQACQERRCPNMAMKEADDDEEVDDN-IPEVPSPKKMHQGKKKKQNKNRISWVGDAVK--TDGKKDYYKKVCIDSETLEVGDCVSVIPDDSSKPLYLARVTALWEDGSN   819
gi|32880212|ref|NP_872592.1| EDKENAFKRRRCGVCEICQQPECGKCKACKDMVKFGGSGRSKQACQKRRCPNMAMKEADDDEEVDDN-IPEMPSPKKMHQGKKKKQNKNRISWVGDAVK--TDGKKSYYKKVCIDSETLEVGDCVSVIPDDSSKPLYLARVTALWEDSSN   785
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| -NKDGGVKRQRCGVCEVCQAPDCGKCSACKDMIKFGGSGRSKQACQKRRCPNLAVKEAEDDENMDEEDVLPVKDTKKMSQTKKKKQTKNKISWVGEPLK--TEGKKEYYMKVRVENEVLEVGDCVSVSPDDPSHPLYLARITALWDDGE-   667
gi|15236676|ref|NP_192638.1| VTRMKPMQATTTRLVNRIWGEFYSIYSPEVPSEAI--HEVEEEEIEE-----DEEEDENEEDDIEE---EAVEVQKSHTPKKSRGNSEDMEIKWNGEILGETSDGEPLYGRALVGGETVAVGSAVILEVDDPDETPAIYFVEFMFESSDQ   740
gi|15236413|ref|NP_193150.1| VSRMKAMQATTTRLVNRIWGEFYSIYSPEVPSEAINAENVEEEELEE-----VEEEDENEEDDPEENELEAVEIQNSPTPKKIKGISEDMEIKWDGEILGKTSAGEPLYGRAFVGGDVVVVGSAVILEVDDQDDTQLICFVEFMFESSNH   748
gi|15236318|ref|NP_193097.1| VSKMKAMQATTTRLINRIWGEFYSIYSPEDPLEEIG-AEEEFEEVED-----VEEEDENEEEDTIQ---KAIEVQKADTLKKIRGSCKEMEIRWEGEILGETCAGEPLYGQALVGGRKMDVGGAVILEVDDQGETPLIYFVEYMFESSDN   647
gi|15239810|ref|NP_199727.1| ASKRKAMQATTTRLVNRIWGEFYSNYSPEDPLQATAAENGEDEVEEEGGNGEEEVEEEGENGLTEDTVPEPVEVQKPHTPKKIRGSSGKREIKWDGESLGKTSAGEPLYQQALVGGEMVAVGGAVTLEVDDPDEMPAIYFVEYMFESTDH   768
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| QMMFHAHWFCAGTDTVLGATSDPLELFLVGECENMQLSYIHSKVKVIYKAPSENWAMEGGTDPETTLPGAEDGKTYFFQLWYNQEYARFESPPKTQPTEDNKHKFCLSCIRLAELRQKEMPKVLEQIEEVDG--RVYCSSITKNGVVYRL   938
gi|29789295|ref|NP_445806.1| -QMFHAHWFCAGTDTVLGATSDPLELFLVGECENMQLSYIHSKVKVIYRGPSPNWAMEGGMDPEAMLPGAEDGKTYFYQFWYSQDYARFESPPKTQPAEDNKHKFCLSCIRLAELRQKEMPKVLEQLEEVDG--RVYCSSITKNGVVYRL   939
gi|195927037|ref|NP_001124295.1| GQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVIYKAPSENWAMEGGMDPESLLE-GDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKFKFCVSCARLAEMRQKEIPRVLEQLEDLDS--RVLYYSATKNGILYRV   951
gi|114675304|ref|XP_001163764.1| GQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVIYKAPSENWAMEGGMDPESLLE-GDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKFKFCVSCARLAEMRQKEIPRVLEQLEDLDS--RVLYYSATKNGILYRV   997
gi|73986989|ref|XP_533919.2| GQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVVYKAPSENWALEGGMDPEALIT-EDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKYKFCVSCARLAEMRQKEIPRVLEQLEDLDN--RVLYSSATKNGIQYRV   966
gi|32880212|ref|NP_872592.1| GQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVQVIYKAPSENWAMEGGVDPEALMS-EDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKYKFCASCARLAEMRQKEIPRVVEQLQDLEG--RVLYSLATKNGVQYRV   932
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| -KMFHAHWFCRGTDTVLGESSDPLELFLVDECEDMQLSFIHGKVNVFYKAPSENWYMEGGMDEDIKVI-DDDGESFFYQLHYEGECARFETPPKVTPSEDCKYKFCASCTRNKEREAESVPHAYEPLEDEESDSKVFYGLVNYKGEQYKV   815
gi|15236676|ref|NP_192638.1| CKMLHGKLLQRGSETVIGTAANERELFLTNECLTVHLKDIKGTVSLDIRSRPWGHQYRKENLVVDKLDRARAEERKANGLPTEYYCKSLYSPERGGFFSLPRNDIGLGSGFCSSCKIKEEEEERSKTKLNIS-----KTGVFSNGIEYYN   885
gi|15236413|ref|NP_193150.1| SKMLHGKLLQRGSETVLGMAANERELFLTNECLTVQLKDIKGTVSLEIRSRLWGHQYRKENIDVDKLDRARAEERKTNGLPTDYYCKSLYSPERGGFFSLPRNDMGLGSGFCSSCKIRENEEERSKTKLNDS-----KTGFLSNGIEYHN   893
gi|15236318|ref|NP_193097.1| SKKLHGKLLQRGSETVLGTAANERELFLTNECLTVQLKDIKGTVSFEIRSRPWGHQYKKEHMAADKLDRARAEERKAKDLPIEYYCKSLYSPEKGGFFSLPRSDMGLGSGFCSSCKIRENEEERSKTKLNDS-----KTRFLSNGIKYSV   792
gi|15239810|ref|NP_199727.1| CKMLHGRFLQRGSMTVLGNAANERELFLTNECMTTQLKDIKGVASFEIRSRPWGHQYRKKNITADKLDWARALERKVKDLPTEYYCKSLYSPERGGFFSLPLSDIGRSSGFCTSCKIREDEEKRSTIKLNVS-----KTGFFINGIEYSV   913
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| GDSVYLPPEAFTFNIKVASPVKR-PKKDPVNE---TLYP-EHYRKYSDYIKGSNLDAPEPYRIGRIKEIHCGKKKG-KVNEADIKLRLYKFYRPENTHRSYNGSYHTDINMLYWSDEEAVVNFSDVQGRCTVEYGEDLLESIQDYSQGGP  1082
gi|29789295|ref|NP_445806.1| GDSVYLPPEAFTFNIKMASPMKR-SKRDPVNE---NPVPRDTYRKYSDYIKGSNLDAPEPYRIGRIKEIYCGKKKGGKVNEADIKIRLYKFYRPENTHKSIQATYHADINLLYWSDEEAVVDFSDVQGRCTVEYGEDLLESIQDYSQGGP  1085
gi|195927037|ref|NP_001124295.1| GDGVYLPPEAFTFNIKLSSPVKR-PRKEPVDE---DLYP-EHYRKYSDYIKGSNLDAPEPYRIGRIKEIFCPKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTVEYGEDLPECVQVYSMGGP  1096
gi|114675304|ref|XP_001163764.1| GDGVYLPPEAFTFNIKLSSPVKR-PRKEPVDE---DLYP-EHYRKYSDYIKGSNLDAPEPYRIGRIKEIFCPKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTVEYGEDLPECVQVYSMGGP  1142
gi|73986989|ref|XP_533919.2| GDGVYLLPEAFTFNIKLSSPVKR-PRKEPVDE---DLYP-EHYRKYSDYIKGSNLDAPEPYRIGRIKEIFCTKKSNGRPNETDIKIRINKFYRPENTHKSTPASYHADINLLYWSDEEVVVDFKAVQGRCTVEYGEDLPGCLQDFSAGGP  1111
gi|32880212|ref|NP_872592.1| GDGVYLPPEAFTFNIKLSSPVKR-PRKEPVDE---ALYP-EHYRKYSDYIKGSNLDAPEPYRIGRIKEIFCSKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTVEYGEDLPQCLQDFSAGGP  1077
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| GDSVYLPPEAFNFVVKAASPVKRSHRKDDVDE---DLYP-EYYRKSSDYIKGSNLDAPQPFRIGRIKEIFCNKRSNGKPDTTEIKLRLYKFYRPENTHKGPKGAYHSDINQLYWSDEEATVSMTEVLTRCRVEYAEDLVESVQDYSNKGP   961
gi|15236676|ref|NP_192638.1| GDFVYVLPNYITKDGLKKGTSRRTTLKCGRNVGLKA-------------------------FVVCQLLDVIVLEESRKASNASFQVKLTRFYRPEDISE--EKAYASDIQELYYSHDTYILPPEALQGKCEVRKKNDMPLCREYPILD--  1006
gi|15236413|ref|NP_193150.1| GDFVYVLPNYITKDGLKKG-SRRTTLKCGRNVGLKA-------------------------FVVCQLLDVIVLEESRKASKASFQVKLTRFYRPEDISE--EKAYASDIQELYYSQDTYILPPEAIQGKCEVRKKSDMPLCREYPILD--  1013
gi|15236318|ref|NP_193097.1| GDFVYQIPNYLSKD---RG-KRRPVFKYGRNVGLRA-------------------------FVVCQILDIVDLKEPKKGNTTSFEVKVRRFYRPDDVSA--EEAYASDIQEVYYSEDTYILPPEAIKGKCEVMKKTDMPLCREYPILD--   909
gi|15239810|ref|NP_199727.1| EDFVYVNPD--SIGGLKEG--SKTSFKSGRNIGLRA-------------------------YVVCQLLEIVPK-ESRKADLGSFDVKVRRFYRPEDVSA--EKAYASDIQELYFSQDTVVLPPGALEGKCEVRKKSDMPLSREYPISD--  1029
gi|115455937|ref|NP_001051569.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115470907|ref|NP_001059052.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|110347402|ref|NP_034196.3| DRFYFLEAYNSKTKNFEDPPN----HARSPGNKGKGKGKGKGKGKHQVSEPKE--PEAAIKLPKLRTLDVFSGCGGLSEGFHQAGISETLWAIEMWDPAAQAFRLNNPGTTVFTEDCNVLLK----------------------------  1198
gi|29789295|ref|NP_445806.1| DRFYFLEAYNSKTKSFEDPPN----HARSPGNKGKGKGKGKGKGKPQVSEPKE--PEAAIKLPKLRTLDVFSGCGGLTEGFHQAGISETLWAIEMWEPAAQAFRLNNPGTTVFTEDCNVLLK----------------------------  1201
gi|195927037|ref|NP_001124295.1| NRFYFLEAYNAKSKSFEDPPN----HARSPGNKGKGKGKGKGKPKSQACEPSE--PEIEIKLPKLRTLDVFSGCGGLSEGFHQAGISDTLWAIEMWDPAAQAFRLNNPGSTVFTEDCNILLK----------------------------  1212
gi|114675304|ref|XP_001163764.1| NRFYFLEAYNAKSKSFEDPPN----HARSPGNKGKGKGKGKGKPKSQACEPSE--PEIEIKLPKLRTLDVFSGCGGLSEGFHQAGISDTLWAIEMWDPAAQAFRLNNPGSTVFTEDCNILLK----------------------------  1258
gi|73986989|ref|XP_533919.2| DRFYFLEAYNAKNKSFEDPPN----HARSPGNKGKGKGKGKGKAKSQTCEPSE--PETEIKLPKLRTLDVFSGCGGLSEGFHQAGISETLWAIEMWDPAAQAFRLNNPGSTVFTEDCNVLLK----------------------------  1227
gi|32880212|ref|NP_872592.1| DRFYFLEAYNAKSKSFEDPPN----HARSTGNKGKGKGKGKNRTKSQTCEPSE--LETEIKLPKLRTLDVFSGCGGLSEGFHQAGISETLWAIEMWDPAAQAFRFNNPGSTVFTKDCNVLVK----------------------------  1193
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| DRFYFLEAYNAKTKSFEDPPN----HARSAVNKGKGKGKGKGKGKGKQRSRTTGSGAQEPVVPKLRTLDVFSGCGGLSEGFHQAGISETHWAIEMWDPAAQAFRLNNPGTTVFTEDCNVLLK----------------------------  1079
gi|15236676|ref|NP_192638.1| HIFFCEVFYDSSTGYLKQFPANMKLKFSTIKDETLLREKKGKGVETGTSSGILMKPDEVPKEMRLATLDIFAGCGGLSHGLEKAGVSNTKWAIEYEEPAGHAFKQNHPEATVFVDNCNVIL-----------RAIMEKCGDVDDCVSTVE  1145
gi|15236413|ref|NP_193150.1| HIFFCEVFYDSSTGYLKQFPANMKLKFSTIKDETLLREKKGKGVETGTSSGMLMKPDEVPKEKPLATLDIFAGCGGLSHGLENAGVSTTKWAIEYEEPAGHAFKQNHPEATVFVDNCNVIL-----------RAIMEKCGDVDDCVSTVE  1152
gi|15236318|ref|NP_193097.1| HVYFCDRFYDSSNGCLKKLPYNMMLKFSTIKDDTLLREKK-----TETGSAMLLKPDEVPKGKRLATLDIFAGCGGLSYGLEKAGVSDTKWAIEYEEPAAQAFKQNHPKTTVFVDNCNVILRISWLRLLINDRAIMEKCGDVDDCISTTE  1054
gi|15239810|ref|NP_199727.1| HIFFCDLFFDTSKGSLKQLPANMKPKFSTIKDDTLLRKKKGKGVESEIES-EIVKPVEPPKEIRLATLDIFAGCGGLSHGLKKAGVSDAKWAIEYEEPAGQAFKQNHPESTVFVDNCNVIL-----------RAIMEKGGDQDDCVSTTE  1167
gi|115455937|ref|NP_001051569.1| ---------------------------------------------------------------------------------------LTKWAIEYEEPAGDAFGENHPEAAVFVENCNVIL-----------KAIMDKCGDSDDCISTSE    52
gi|115470907|ref|NP_001059052.1| --------------------------------------------------------TKVSKENRLATLDIFAGCGGLSEGLQQAGVSFTKWAIEYEEPAGEAFTKNHPEAAVFVDNCNVIL-----------KAIMDKCGDADDCISTSE    83
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gi|110347402|ref|NP_034196.3| -LVMAGEVTNSLGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSYRRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVV  1347
gi|29789295|ref|NP_445806.1| -LVMAGEVTNSLGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNSVSFRRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVV  1350
gi|195927037|ref|NP_001124295.1| -LVMAGETTNSRGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVV  1361
gi|114675304|ref|XP_001163764.1| -LVMAGETTNSRGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVV  1407
gi|73986989|ref|XP_533919.2| -LVMAGEATNSRGQKLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRYFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVV  1376
gi|32880212|ref|NP_872592.1| -LVMAGEVTNSRGQKLLQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRYFLLENVRNFVSFKRSMVLKLTLRCLVRRGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEPLPLFPEPLHVFAPRACQLSVVV  1342
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| -LVMSGEKTNSLGQKLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSYLSYCDYYRPKFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPRYPEPLHVFAPRACSLSVAV  1228
gi|15236676|ref|NP_192638.1| AAELVAKLDENQKSTLPLPGQADFISGGPPCQGFSGMNRFSDGSWSKVQCEMILAFLSFADYFRPKYFLLENVKKFVTYNKGRTFQLTMASLLEIGYQVRFGILEAGTYGVSQPRKRVIIWAASPEEVLPEWPEPMHVFDNPGSKISLPR  1295
gi|15236413|ref|NP_193150.1| AAELAAKLDENQKSTLPLPGQVDFINGGPPCQGFSGMNRFSHGSWSKVQCEMILAFLSFADYFRPKYFLLENVKKFVTYNKGRTFQLTMASLLEMGYQVRFGILEAGTYGVSQPRKRVIIWAASPEEVLPEWPEPMHVFDNPGSKISLPR  1302
gi|15236318|ref|NP_193097.1| AAELATKLDENQKSTLPLPGQVDFISGGPPCQGFSRLNRFSDGSWSKNQCQMILAFLSFADYFRPKYFLLENVKTFVSFNEGHTFHLTVASLLEMGYQVRFGLLEAGAYGISQPRKRAFIWAAAPNEVLPEWPEPMHVFNNPGFKIPLSQ  1204
gi|15239810|ref|NP_199727.1| ANELAAKLTEEQKSTLPLPGQVDFINGGPPCQGFSGMNRFNQSSWSKVQCEMILAFLSFADYFRPRYFLLENVRTFVSFNKGQTFQLTLASLLEMGYQVRFGILEAGAYGVSQSRKRAFIWAAAPEEVLPEWPEPMHVFGVPKLKISLSQ  1317
gi|115455937|ref|NP_001051569.1| AAERAAKLSEDKIKNLPVPGEVEFINGGPPCQGFSGMNRFNQSPWSKVQCEMILAFLSFAEYFRPRFFLLENVRNFVSFNKGQTFRLTLASLLEMGYQVRFGILEAGAYGVAQSRKRAFIWAAAPGETLPEWPEPMHVFASPELKITLPD   202
gi|115470907|ref|NP_001059052.1| AAEQAAKFSQDNIMNLPVPGEVEFINGGPPCQGFSGMNRFNQSPWSKVQCEMILAFLSFAEYFRPRFFLLENVRNFVSFNKGQTFRLTVASLLEMGYQVRFGILEAGTFGVAQSRKRAFIWAAAPGETLPDWPEPMHVFASPELKINLPD   233
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gi|110347402|ref|NP_034196.3| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEIQNGASNSEIPYNGEPLSWFQRQLRGSHYQPILRDHICKDMSPLVAARMRHIPLFPGSDWRDLPNIQVRLGDGVIAHKLQYTFHDVKNGYSSTGALRGVCSCAE-GKACDPESRQFSTL  1496
gi|29789295|ref|NP_445806.1| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEIQNGASAPEISYNGEPQSWFQRQLRGSHYQPILRDHICKDMSALVAARMRHIPLSPGSDWRDLPNIQVRLRDGVITNKLRYTFHDTKNGCSSTGALRGVCSCAE-GKTCDPASRQFNTL  1499
gi|195927037|ref|NP_001124295.1| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEVRNGASALEISYNGEPQSWFQRQLRGAQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTMARKLRYTHHDRKNGRSSSGALRGVCSCVEAGKACDPAARQFNTL  1511
gi|114675304|ref|XP_001163764.1| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEVRNGASALEISYNGEPQSWFQRQLRGAQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTMARKLRYTHHDRKNGRSSSGALRGVCSCVEAGKACDPAARQFNTL  1557
gi|73986989|ref|XP_533919.2| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEVRNGASALEILYNGEPQSWFQRQLRGSQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTMARKLRYTYHDKKNGCSSTGALRGVCSCVEAGKACDSAARQFNTL  1526
gi|32880212|ref|NP_872592.1| DDKKFVSNITRLSSGPFRTITVRDTMSDLPEIRNGASALEISYNREPQSWFQRQLRGSQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTLARKLRYNYHDKKNGCSSSGALRGVCSCVE-GKPCEPAARQFNTL  1491
gi|118122152|ref|XP_001235520.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| DEKKYVSNVTRGNGGIYRTITVRDTMSDLPEIRNGAAALEISYNGEPQSWFQRQIRGSQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLRDGTTTKKLRYTHSDKKNGRSGTGALRGVCSCSE-GKQCDPADRQFNTL  1377
gi|15236676|ref|NP_192638.1| G-LHYDTVRNTKFGAPFRSITVRDTIGDLPLVENGESKINKEYRTTPVSWFQKKIRGN--MSVLTDHICKGLNELNLIRCKKIPKRPGADWRDLPDENVTLSN-----------------------------------------GLVEKL  1401
gi|15236413|ref|NP_193150.1| G-LRYDAGCNTKFGAPFRSITVRDTIGDLPPVENGESKINKEYGTTPASWFQKKIRGN--MSVLTDHICKGLNELNLIRCKKIPKRPGADWRDLPDENVTLSN-----------------------------------------GLVEKL  1408
gi|15236318|ref|NP_193097.1| G-LHYAAVQSTKFGAPFRSITVRDAIGDLPPIESGESKINKE-----------EMRGS--MTVLTDHICKKMNELNLIRCKKIPKTPGADWRDLPDEHVNLSN-----------------------------------------GIVKNI  1299
gi|15239810|ref|NP_199727.1| G-LHYAAVRSTALGAPFRPITVRDTIGDLPSVENGDSRTNKEYKEVAVSWFQKEIRGN--TIALTDHICKAMNELNLIRCKLIPTRPGADWHDLPKRKVTLSD-----------------------------------------GRVEEM  1423
gi|115455937|ref|NP_001051569.1| G-KFYAAVKSTAAGAPFRSITVRDTIGDLPAVENGAGKPTIQYGSGPVSWFQKKIRSD--MASLNDHISKEMNELNLIRCKHIPKRPGCDWHDLPDEKVKLST-----------------------------------------GQMVDL   308
gi|115470907|ref|NP_001059052.1| G-KYYAAAKSTAGGAPFRAITVRDTIGDLPKVENGASKLLLEYGGEPISWFQKKIRGN--TIALNDHISKEMNELNLIRCQRIPKRPGCDWHDLPDEKVKLSS-----------------------------------------GQLVDL   339
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gi|110347402|ref|NP_034196.3| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDSYRFFGNILDRHRQVGNAVPPPLAKAIGLEIKLCLLSSARESASAAVKAKEEAATKD  1619
gi|29789295|ref|NP_445806.1| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDRHRQVGNAVPPPLAKAIGLEIKLCLLASAQESASAAVKGKEETTTED  1622
gi|195927037|ref|NP_001124295.1| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKLCMLAKARESASAKIKEEEAAKD--  1632
gi|114675304|ref|XP_001163764.1| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKLCMLAKARESASAKIKEEEAAKD--  1678
gi|73986989|ref|XP_533919.2| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKRCMLAKARESASVKTKEEETA----  1645
gi|32880212|ref|NP_872592.1| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKRCMLAKARESASAKIKEEAAKD---  1611
gi|118122152|ref|XP_001235520.1| ---------------------------------------------------------------------------------------------------------------------------   222
gi|40538748|ref|NP_571264.1| IPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFFGNVLDKHRQVGNAVPPPLSETIGLEVKKCVLEKMRENATEPVKQEKMELSD-  1499
gi|15236676|ref|NP_192638.1| RPLALSKTAKNHNEWKGLYGRLDWQGNLPISITDPQPMGKVGMCFHPEQDRIITVRECARSQGFPDSYEFSGTTKHKHRQIGNAVPPPLAFALGRKLKEALYLKSSLQHQS------------  1512
gi|15236413|ref|NP_193150.1| RPLALSKTAKNHNEWKGLYGRLDWQGNLPISITDPQPMGKVGMCFHPEQDRIITVRECARSQGFPDSYEFSGTTKHKHRQIGNAVPPPLAFALGRKLKEALYLKSSLQHQS------------  1519
gi|15236318|ref|NP_193097.1| VPNLLNK-AKDHNGYKGLYGRLDWHGNLPTCITNLQPMGLVGMCFHPDQDRIISVRECARSQGFPDSYKFSGNIKDKHRQVGNAVPPPLAFALGRKLKEALHLRNI-----------------  1404
gi|15239810|ref|NP_199727.1| IPFCLPNTAERHNGWKGLYGRLDWQGNFPTSVTDPQPMGKVGMCFHPEQHRILTVRECARSQGFPDSYEFAGNINHKHRQIGNAVPPPLAFALGRKLKEALHLKKSPQHQP------------  1534
gi|115455937|ref|NP_001051569.1| IPWCLPNTAKRHNQWKGLYGRLDWEGNFPTSVTDPQPMGKVGMCFHPEQDRIITVRECARSQGFPDSYRFAGNIQNKHRQIGNAVPPPLAYALGRKLKQAIDAKR------------------   413
gi|115470907|ref|NP_001059052.1| IPWCLPNTAKRHNQWKGLYGRLDWEGNFPTSVTDPQPMGKVGMCFHPDQDRIITVRECARSQGFPDNYQFAGNIQSKHRQIGNAVPPPLAFALGRKLKEAVDAKRQ-----------------   445
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