
                                                                                                                                                                                        
gi|156151420|ref|NP_079406.3| MFAVHLMAFYFSKLKEDQIKKVDRFLYHMRLSDDTLLDIMRRFRAEMEKGLAKDTNPTAAVKMLPTFVRAIPDGSENGEFLSLDLGGSKFRVLKVQVAEEGKRHVQMESQFYPTPNEIIRGNGTELFEYVADCLADFMKTKDLKHKKLPL   150
gi|73953327|ref|XP_546137.2| MFAIHLMAFYFSKLKEDQIKKVDRFLYHMRLSDETLLDIMARFQAEMQKGLGKDTNPTASVKMLPTFVRAIPDGSENGEFLSLDLGGSKFRVLKVQVSEEGKRNVQMESQFYPTPNEIIRGNGSELFDYIADCLADFMKTRGLKHKKFPL   150
gi|21703836|ref|NP_663394.1| MFAVHLVAFYFTKLKEDQIKKVDRFLYHMRLSDETLVDIMARFQAEMEKGLGKDTNPTASVKMLPTFVRAIPDGSENGEFLSLDLGGSKFRVLKVQVSQEGQQNVQMESQFYPMPNEITRGNGTELFDYVADCLADFMKTKNLTHKKLPL   150
gi|118092591|ref|XP_421579.2| MFAVHLLAFHFAKLKEDQIKKVDRYLYHMRLSDDVLLDVMARFQAEMVKGLGRDTNPTATVKMLPSFVRSLPDGSEKGDFLAVDLGGSQFRALKVKVFNDGKQSSQLESEFYPTPKEVIQGSGAELFSYVADCLSDFMESRNLKHEKLPL   150
gi|169403990|ref|NP_001108597.1| MFAVHLLSFYFSKLQEDQIKKVDRFLYAMRLSEDQLKDISARFRLEMEKGLSSESNAAAAVKMLPTHVYSTPDGSEKGEFLALDLGGSKFKVLQVKVSEDGKGKVEMESETFPIPEEIVNGRGTELFEHVAESLKSFLQKHHINHTRKPL   150
gi|115435012|ref|NP_001042264.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|39971149|ref|XP_366965.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|85114646|ref|XP_964736.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|19114777|ref|NP_593865.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|6319809|ref|NP_009890.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|45199235|ref|NP_986264.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|50304581|ref|XP_452246.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
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gi|156151420|ref|NP_079406.3| GLTFSFPCRQTKLEEGVLLSWTKKFKARGVQDTDVVSRLTKAMRRHKDMDVDILALVNDTVGTMMTCAYDDPYCEVGVIIGTGTNACYMEDMSNIDLVEGDEGRMCINTEWGAFGDDGALEDIRTEFDRELDLGSLNPGKQLFEKMISGL   300
gi|73953327|ref|XP_546137.2| GLTFSFPCRQTKLEEGILLSWTKKFKARGVQDTDVVSCLTKAVKKHKDIDVDILTLVNDTVGTMMTCAYDDPYCEVGVIIGTGTNACYMEDMSNIDLVEGDEGRMCINTEWGAFGDDGTLEDIRTEFDRELDLGSLNPGKQLFEKMISGL   300
gi|21703836|ref|NP_663394.1| GFTFSFPCRQNKLEEGVLLSWTKKFKARGVQDTDVVNRLATAMKKHKDLDVDILALVNDTVGTMMTCAYDDPNCEVGVIIGTGTNACYMEDMSNIDLVEGDEGRMCINTEWGAFGDDGALEDIRTEFDRELDLGSLNPGKQLFEKMISGL   300
gi|118092591|ref|XP_421579.2| GFTFSFPCKQTKLEEGILLSWTKHFKARGVQGTDVVSSLRNALQKHKDIDVDVLAMVNDTVGTMMTCGYDDPRCEIGLIIGTGTNACYMEEMRHINLVEGDEGRMCINTEWGAFGDDGALDDLRTEFDRELDLGSLNPGKQLFEKMISSL   300
gi|169403990|ref|NP_001108597.1| GFTFSFPCAQSKIDEGVLLSWSKNFKVRGVQGTNVVQSLRKAIRKVGDLDVDVLAMVNDTVGAMMTCGYDDQNCEVGVIVGTGTNACYMEEMRHIDLVEGDEGRMCINTELGAFGDDGVLDDFITSFDREIDAASINPGKQLFEKMVSGM   300
gi|115435012|ref|NP_001042264.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|39971149|ref|XP_366965.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|85114646|ref|XP_964736.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|19114777|ref|NP_593865.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|6319809|ref|NP_009890.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|45199235|ref|NP_986264.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|50304581|ref|XP_452246.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
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gi|156151420|ref|NP_079406.3| YLGELVRLILLKMAKAGLLFGGEKSSALHTKGKIETRHVAAMEKYKEGLANTREILVDLGLEPSEADCIAVQHVCTIVSFRSANLCAAALAAILTRLRENKKVERLRTTVGMDGTLYKIHPQYPKRLHKVVRKLVPSCDVRFLLSESGST   450
gi|73953327|ref|XP_546137.2| YLGELVRIILLKMAKAGLLFGGKKSSALHTKGKIETRHVAAMEKYKEGLANTREILTDLGLEPSEADCIAVQHVCTIVSFRSANLCAAALAAILTRLRENKKLERLRTTVGMDGTLYKIHPQYPKRLHKVVRRLVPNCDVRFLLSESGST   450
gi|21703836|ref|NP_663394.1| YMGELVRLILLKMAKVGLLFGGAKSSALHTKGKIETQHVAAMEMSKEGLANTREILVDLGLEPSESDCIAVQHVCTIVSFRSANLCAAALATILTRLRENKKLARLRTTVGMDGTLYKTHPQYPKRLHKVVRRLVPNCDVRFLLSESGST   450
gi|118092591|ref|XP_421579.2| YLGELVRLILLKMTKEGLLFNGKVSAALLTKGKIEMKHVSAMEKYKEGLSNTKEILTELNLFPSEDDCIAVQHVCTIVSFRSANLCAAALAAILTRLRENKKLLRLRTTVGIDGGLYKTHPQYPKRLHKVVRRLVPNCDVRFLLSQSGSA   450
gi|169403990|ref|NP_001108597.1| YMGELVRLILLRMAKKGLLFRGQISDALRTKGTFHTNHMCLIEQYKSGLENTKEILEDLGLNPSDDDCIAVQHVCTIVSFRSANLVAAALAAILTRIRENKKLKTLRTTVGVDGTVYRTHPQYPKRLHKVVRHLVPDCHVRFVLSESGSA   450
gi|115435012|ref|NP_001042264.1| --------------------------------------------------------SWLGLSEPNSKGLAFLALKLFFSFSIR----LSGTGIMAAVEAEKVVAELRERCATP-------------------------------------   450
gi|39971149|ref|XP_366965.1| -------------------------------------------------------MPLAAETKR-----------IVDQFEYTDDDVNKGVKEFLRQMDEGLAK----------------------------------------------   450
gi|85114646|ref|XP_964736.1| -------------------------------------------------------MALETQTKT-----------VVGQFDYSDEDVNKGVVEFLRQMAEGLEK----------------------------------------------   450
gi|19114777|ref|NP_593865.1| -----------------------------------------------------MEANFQQAVKK-----------LVNDFEYPTESLREAVKEFDELRQKGLQK----------------------------------------------   450
gi|6319809|ref|NP_009890.1| -------------------------------------------------------MSFDDLHKATERAVIQAVDQICDDFEVTPEKLDELTAYFIEQMEKGLAPPK--------------------------------------------   450
gi|45199235|ref|NP_986264.1| -------------------------------------------------------MSFEDLHKAQRGKVEEPVDEICKDFEVTEDKLRELTAYFIECMEQGLK-----------------------------------------------   450
gi|50304581|ref|XP_452246.1| -------------------------------------------------------MSDPKLTKA--------VDSICDQFIVTKSKISQLTEYFIDCMEKGLEP----------------------------------------------   450
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gi|156151420|ref|NP_079406.3| KGAAMVTAVASRVQAQRKQIDRVLALFQLTREQLVDVQAKMRAELEYGLKKKSHGLATVRMLPTYVCGLPDGTEKG-KFLALDLGGTNFRVLLVKIRSG-RRSVRMYNKIFAIPLEIMQG--TGEELFDHIVQCIADFLDYMG-------   600
gi|73953327|ref|XP_546137.2| KGAAMVTAVASRVQAQRKQIDKVLALFQLTREQLMDVQGKMRREFEYGLKRDTHLMATVKMLPTYVCGMPDGTEKG-KFLALDLGGTNFRVLLVKIRSG-RRSVRMYNKIFAIPLEIMQG--TGEELFDHIVQCIADFLDYMG-------   600
gi|21703836|ref|NP_663394.1| KGAAMVTAVASRVQAQRKQIDKVLALFQLTREQLLGVRDKMRAELEYGLKKKTHSLATVKMLPTYVYGMPDGTEKG-KFLALDLGGTNFRVLLVKIR---RRSVRMYNKIFAIPLEIMQG--TGEELFDHIVQCIADFLDYMG-------   600
gi|118092591|ref|XP_421579.2| KGAAMVTAVAHRLAAQRKKIDAVLAPFVLTLETLRDVKNKMRTELEYGLKRETQDRATVKMLPTYVCGTPDGTEKG-KYLALDLGGTNFRVLLVKIRSGRRRSVRMYNKIFAIPLEIMQG--TGEELFDHIVQCIADFLEYMG-------   600
gi|169403990|ref|NP_001108597.1| KGAAMVTAVAQRLASQRKEIDDTLAAFALTSTQLQEVKQKMHVELERGLKKETHPTASVKMLPTYVYRTPDGTERG-KYLALDLGGTNFRVLVVKIRTGMRNSVRMYNKIYAIPLEIMQG--TGEELFDHIVQCISDFLDYMG-------   600
gi|115435012|ref|NP_001042264.1| ------------------------------ASLLRDVAAAMAGEMGAGLEKE--GGSRVKMLLSYVDKLPTGREDG-LFYGLDLGGTNFRVLKVHLGGSKKHVVNSESREVSIPPHLMSG--TSSELFGFIAGELGKFVAEEEE------   600
gi|39971149|ref|XP_366965.1| ------------------------------------------------------DGTSLSQIPTYVAAVPSGKEQG-LYLAVDLGGTNFRVCSVHLNGDNTYDLNFNKVAIPKELMVAK---TSEELFAFLAKQIEVFLKDHHEDHFESL   600
gi|85114646|ref|XP_964736.1| ------------------------------------------------------DGASMSQIPTYVTAVPNGTEKG-LYMAVDLGGTNFRVCSIQLNGDTTFRLTYTKVAIPRELMVAK---TAEELFAFLAKQVEIFLRTHHGEHFEAH   600
gi|19114777|ref|NP_593865.1| ------------------------------------------------------NGEVLAMAPAFISTLPTGAETG-DFLALDFGGTNLRVCWIQLLGDGKYEMKHSKSVLPRECVRNE---SVKPIIDFMSDHVELFIKEHFPSKFGCP   600
gi|6319809|ref|NP_009890.1| ------------------------------------------------EGHTLASDKGLPMIPAFVTGSPNGTERG-VLLAADLGGTNFRICSVNLHGDHTFSMEQMKSKIPDDLLDDEN-VTSDDLFGFLARRTLAFMKKYHPDELAKG   600
gi|45199235|ref|NP_986264.1| ------------------------------------------------NGETDGTYRGLPMIPSYVMGRPNGTEEG-TFLAADLGGTNFRVCSVRLNGDHTFKLEQLKSKIPEELLDDD--VTSDELFGFIAKRTMAFVKRYHSEVLQS-   600
gi|50304581|ref|XP_452246.1| ------------------------------------------------CESDISQNKGLPMIPTFVTDKPSGQEHGVTMLAADLGGTNFRVCSVELLGNHEFKIEQEKSKIPTFFFQDDHHVTSKDLFQHMALITHQFLTKHHKDVIQD-   600
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gi|156151420|ref|NP_079406.3| -------------LKGASLPLGFTFSFPCRQMSIDKGTLIGWTKGFKATDCEGEDVVDMLREAIKRRNEFDLDIVAVVNDTVGTMMTCGYEDP-----------NCEIGLIAGTGSNMCYMEDMRNIEMVEGGE---------GKMCINT   750
gi|73953327|ref|XP_546137.2| -------------LKGVQLPLGFTFSFPCRQTSIDKGTLIEWTKGFKATDCEGEDVVDMLREAIKRRNEFDLDIVAVVNDTVGTMMTCGHEDP-----------NCEIGLIAGTGSNMCYMEEMRNIELVEGDE---------GKMCINT   750
gi|21703836|ref|NP_663394.1| -------------LKGAQLPLGFTFSFPCRQTCIDKGTLVGWTKGFKATDCEGEDVVDMLREAIKRRNEFDLDIVAIVNDTVGTMMTCGYEDP-----------RCEIGLIAGTGSNVCYMEEMRNIELVDGDE---------GRMCVNT   750
gi|118092591|ref|XP_421579.2| -------------IKGARLPLGFTFSFPCRQASIDKGTLVGWTKGFKATDCEGEDVVDMLREAIRRRNEFDLDIVAVVNDTVGTMMTCGYEDP-----------NCEIGLIAGTGSNVCYMEDMKNIEIVDGNE---------GKMCINT   750
gi|169403990|ref|NP_001108597.1| -------------MKNTRLPLGFTFSFPCNQTGIDKGDLVCWTKGFKATDCEGYDVVDMLREAIKRRNEFDLDIVAIVNDTVGTMMTCAYEDP-----------KCQIGLIAGTGSNVCYMEEMKNIEIVEGDE---------GQMCVNT   750
gi|115435012|ref|NP_001042264.1| ---------GTDMPNGKKKELGFTFSFPVRQRSVASGTLVKWTKAFSIDDAVGEDVVAELQTAMVKQG-LDMHVAALINDAVGTLAGARYYDE-----------DVVAGVIFGTGTNAAYVEKANAIPKWEGELP------NSGDMVINM   750
gi|39971149|ref|XP_366965.1| KRRREATSATNGYREEDVFRLGFTFSFPVDQVGINKGNLIRWTKGFDIDDTVGKDVCALLQAELDKLKLP-VKVAALVNDTVGTLMARAYTSP--------SKKGTILGAIFGTGTNGAYMEKYDSIKKGLKGA--DYVDTTG-EMIINA   750
gi|85114646|ref|XP_964736.1| IRRRMTMSSPEGFKDENVFRLGFTFSFPVQQLGINKGTLIRWTKGFDIPDAVGKDVCALLQTEIDKLHLP-VKVAALVNDTVGTLMARSYSSP--------GKSGAILGAIFGTGTNGAYVEKLSNIKKPLAG---EYDKSTG-EMVINT   750
gi|19114777|ref|NP_593865.1| --------------EEEYLPMGFTFSYPANQVSITESYLLRWTKGLNIPEAINKDFAQFLTEGFKARNLP-IRIEAVINDTVGTLVTRAYTS---------KESDTFMGIIFGTGTNGAYVEQMNQIPK-LAG------KCTGDHMLINM   750
gi|6319809|ref|NP_009890.1| -------------KDAKPMKLGFTFSYPVDQTSLNSGTLIRWTKGFRIADTVGKDVVQLYQEQLSAQGMPMIKVVALTNDTVGTYLSHCYTSDNTDSMTSGEISEPVIGCIFGTGTNGCYMEEINKITKLPQELRDKLIKEGKTHMIINV   750
gi|45199235|ref|NP_986264.1| --------------EGGQLKLGFTFSYPVAQTSLSSGTLIRWTKGFNIKDAIGKDVVKMYQEQLDAVGLGSVRVVALANDTVGTFLSHCYNSRNSASLTTGEITEPVIGCIFGTGTNGCYMEKLENIEKLPQELRQKLTAQGKTEMCINI   750
gi|50304581|ref|XP_452246.1| ----------------YKWKMGFTFSYPVDQTSLSSGKLIRWTKGFKIGDTVGQDVVQLFQQELNDIGLSNVHVVALTNDTTGTLLARCYAS----SDAARAINEPVIGCIFGTGTNGCYMEKLENIHKLDPASREELLSQGKTHMCINT   750
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gi|156151420|ref|NP_079406.3| EWGGFGDNGCIDDIRTRYDTEVDEG-SLNPGKQRYEKMTSGMYLGEIVRQILIDLTKQGLLFRGQISERLRTRG----------------IFETKFLSQIESDRLALLQVRRILQQLGLDS---TCEDSIVVKEVCGAVSRRAAQLCGAG   900
gi|73953327|ref|XP_546137.2| EWGGFGDNGCIDDIRTQYDEKVDEG-SLNPGKQRYEKMTSGMYLGEIVRQILIDLTKQGLLFRGQISERLRTRG----------------IFETKFLSQIESDRLALLQVRSILQQLGLDS---TCEDSIVVKEVCGAVSRRAAQLYGAG   900
gi|21703836|ref|NP_663394.1| EWGGFGDNGCIDDIRTQYDKEVDEG-SLNAGKQRYEKMTSGMYLGEIVRRILIDLTRQGLLFRGQISERLRTRG----------------IFETKFLSQIESDRLALLQVRRILQQLGLDS---TCEDSIVVKEVCGAVSRRAAQMCGAG   900
gi|118092591|ref|XP_421579.2| EWGGFGDNGCIDNIRTKYDKEVDEG-SLNAGKQRYEKMTSGMYLGEIVRQILIDLTKQGLLFRGQISESLRKRG----------------IFETKFLSQIESDRLALLQVRRILQQLGLDS---TCDDSIIVKEVCGAVSRRAAQLCGAG   900
gi|169403990|ref|NP_001108597.1| EWGGFGENDNIEDIRTRYDREVDSG-SLNAGKQRFEKMTSGMYLGEIVRQILIDLTKRGFLFRGRITERLKTKG----------------IFETKFLSQIESDRLALLQVRCILQSLGLDS---TCDDSIIVKEVCGAVSRRAAQLCGAG   900
gi|115435012|ref|NP_001042264.1| EWGNFYSS---HLPVTEYDEALDKE-SLNPGEQIYEKLTSGMYLGEIVRRVLLKLSLQSGIFGSIDNSKLKTCF----------------HLRTPHISAMHHDETPDLKIVAEKLHQILEITHTSLEIRKMVVEICDIVARRAARLAAAG   900
gi|39971149|ref|XP_366965.1| EWG-SFDNQLNVLPSTPWDDALDRE-SNNPGVQMFEKRVSGMFLGEILRQAVVDAVKNDKVQLFKQVQVNS----------SSSRLFTSYGVDSAIMSDAAEDNTPELATLRKKLSSEVGLNDVSVEDAQAFKAISAAVGRRAARLSAVA   900
gi|85114646|ref|XP_964736.1| EWG-SFDNQLKVLPNTPWDVQLDLA-TPNPGIQMYEKRVSGMYLGEILRLTVIDLLKNPDVALFKDDNSSYNDWKSTTNIAEHSPIYKQWGLDTSVLSVAAADSTPELSILRQELEANLHIYAPSLEDAQAFKAIAGAIGRRAARLSAVA   900
gi|19114777|ref|NP_593865.1| EWG-ATD--FSCLHSTRYDLLLDHD-TPNAGRQIFEKRVGGMYLGELFRRALFHLIK---VYNFNEGIFPP-------------SITDAWSLETSVLSRMMVERSAEN---VRNVLSTFKFRFRSDEEALYLWDAAHAIGRRAARMSAVP   900
gi|6319809|ref|NP_009890.1| EWG-SFDNELKHLPTTKYDVVIDQKLSTNPGFHLFEKRVSGMFLGEVLRNILVDLHSQGLLLQQYRSKEQLPRH-----------LTTPFQLSSEVLSHIEIDDST-GLRETELSLLQSLRLPTTPTERVQIQKLVRAISRRSAYLAAVP   900
gi|45199235|ref|NP_986264.1| EWG-SFDNELKHLPTTKYDLLIDQKFTHNPGFHLFEKRVSGMFLGEVLRNVLVDLHSQGLILRQYP-QGQLPHR-----------LLKPFNLSSEILSHIEIDDSS-DLRETELSLLQALRLPTTADERRQIQRLVRAISRRSAYLASVP   900
gi|50304581|ref|XP_452246.1| EWG-SFDNELNHLPTTSYDIKIDQQFSTNPGFHLFEKRVSGLYLGEILRNILLDLEKQ----ELFDLKESVLK-------------NNPFILTTETLSHIEIDTVENDLQDTRDALLKAADLETTFEERVLIQKLVRAISRRAAFLAAVP   900
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gi|156151420|ref|NP_079406.3| LAAIVEKRREDQGLEHL--RITVGVDGTLYKLHPHFSRILQETVKELA-----PRCDVTFMLSEDGSGKGAALITAVAKRLQQAQKEN----------------------------  1016
gi|73953327|ref|XP_546137.2| LAAVVEKKREDQGLEYL--KITVGVDGTLYKLHPHFSRILQETVKELA-----PRCDVTLMLSEDGSGKGAALITAVAKRLQQAQKEN----------------------------  1016
gi|21703836|ref|NP_663394.1| MAAIVEKRREDQGLQHF--KVTVGVDGTLYKLHPHFSRILQETVKELA-----PQCDVTFMLSEDGSGKGAALITAVAKRLQQPRKDI----------------------------  1016
gi|118092591|ref|XP_421579.2| LAAIVEKKRENRGAEHL--QITVGVDGTLYKLHPHFSRVLQETVKELA-----PRCDVTFMLSEDGSGKGAALITAVAKRLHNIGQK-----------------------------  1016
gi|169403990|ref|NP_001108597.1| MAAIVDKIRENRGLDRL--DITVGVDGTLYKLHPHFSTILKETVRELA-----PNCKVDFILSEDGSGKGAALITAVARQHHVQKQEQN---------------------------  1016
gi|115435012|ref|NP_001042264.1| VAGILMKLGRNGGINNQ--RSVIAIDGGLFEHYTKFRECLESTLGELLG--EEASKSVAVKHANDGSGIGAALIAASQSR------------------------------------  1016
gi|39971149|ref|XP_366965.1| VAAVVLKTGKLTHPDWKGEQIDIGVDGSLFQFYPQFPDMIYEALRVIDGIGEKGAEQITIGLTQDGSGVGAALIALIAAEMEKSASGSK---------------------------  1016
gi|85114646|ref|XP_964736.1| IAAIVLQTGKLNDPEQD-EPIDIGVDGSLVEHYPYFRDMIYEALRVIKGIGEEGAKRIRIGIAKDGSGVGAALIALVAARMEKSTSTADFISDLRLNAKKTDLTAVPEDSELAAGE  1016
gi|19114777|ref|NP_593865.1| IASLYLSTGRAG------KKSDVGVDGSLVEHYPHFVDMLREALRELIGDNE---KLISIGIAKDGSGIGAALCALQAVKEKKGLA------------------------------  1016
gi|6319809|ref|NP_009890.1| LAAILIKTNALNKRYHG--EVEIGCDGSVVEYYPGFRSMLRHAL-ALSPLGAEGERKVHLKIAKDGSGVGAALCALVA--------------------------------------  1016
gi|45199235|ref|NP_986264.1| IAAVIIKTGALEKRYHG--EVEIGCDGSVFEFYPGFRSMMRHGL-ALSPLGPDGERKVHLHVAKDGSGVGAALCALVA--------------------------------------  1016
gi|50304581|ref|XP_452246.1| IAAILIKTNALNQSYHC--QVEVGCDGSVVEHYPGFRSMMRHAL-ALSPIGPEGERDVHLRISKDGSGVGAALCALHANY------------------------------------  1016
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