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       Mge --------------------------------------------------------------------------------
       Mpn --------------------------------------------------------------------------------
       Mga --------------------------------------------------------------------------------
       Mpe --------------------------------------------------------------------------------
       Uur --------------------------------------------------------------------------------
       Mpu --------------------------------------------------------------------------------
     Fnu_N --------------------------------------------------------------------------------
    Fnu2_C --------------------------------------------------------------------------------
       Tde --------------------------------------------------------------------------------
       Tpa --------------------------------------------------------------------------------
      Lint --------------------------------------------------------------------------------
       Gme --------------------------------------------------------------------------------
       Bce --------------------------------------------------------------------------------
       Bsu --------------------------------------------------------------------------------
       Bha --------------------------------------------------------------------------------
      Oih1 --------------------------------------------------------------------------------
       Lmo --------------------------------------------------------------------------------
       Sau --------------------------------------------------------------------------------
       Sep --------------------------------------------------------------------------------
       Sxy --------------------------------------------------------------------------------
       Smu --------------------------------------------------------------------------------
       Sbo --------------------------------------------------------------------------------
       Sag --------------------------------------------------------------------------------
       Spy --------------------------------------------------------------------------------
       Ssl --------------------------------------------------------------------------------
       Spn --------------------------------------------------------------------------------
       Lla --------------------------------------------------------------------------------
       Lga --------------------------------------------------------------------------------
       Lde --------------------------------------------------------------------------------
       Lbr --------------------------------------------------------------------------------
       Lpl --------------------------------------------------------------------------------
       Lca --------------------------------------------------------------------------------
       Efa --------------------------------------------------------------------------------
      Efam --------------------------------------------------------------------------------
       Lme --------------------------------------------------------------------------------
       Ooe --------------------------------------------------------------------------------
       Tte --------------------------------------------------------------------------------
       Eac --------------------------------------------------------------------------------
       Cth --------------------------------------------------------------------------------
       Cac --------------------------------------------------------------------------------
      Ctet --------------------------------------------------------------------------------
      Cpe1 --------------------------------------------------------------------------------
      Oih2 --------------------------------------------------------------------------------
       Rso --------------------------------------------------------------------------------
       Rme --------------------------------------------------------------------------------
       Bfu --------------------------------------------------------------------------------
       Bpe --------------------------------------------------------------------------------
       Cvi --------------------------------------------------------------------------------
       Nme --------------------------------------------------------------------------------
       Neu --------------------------------------------------------------------------------
      Xca1 --------------------------------------------------------------------------------
      Xax1 --------------------------------------------------------------------------------
       Xfa --------------------------------------------------------------------------------
       Cbu --------------------------------------------------------------------------------
      Ctep --------------------------------------------------------------------------------
       Mma --------------------------------------------------------------------------------
      Rru1 --------------------------------------------------------------------------------
       Ccr --------------------------------------------------------------------------------
      Nar1 --------------------------------------------------------------------------------
       Bme --------------------------------------------------------------------------------
      Mlo1 --------------------------------------------------------------------------------
       Sme --------------------------------------------------------------------------------
       Atu --------------------------------------------------------------------------------
      Rsp1 --------------------------------------------------------------------------------
       Bja --------------------------------------------------------------------------------
      Mlo2 --------------------------------------------------------------------------------
      Rsp2 MAAGAPSGAGGADGPRPARAGGGRRAQAGGHRRHPPACGDPDRPALSDHARSARPRSHALRDRAALSVPRAAADRTLRGP    80
      Rru3 --------------------------------------------------------------------------------
      Rru4 --------------------------------------------------------------------------------
      Rru7 --------------------------------------------------------------------------------
      Rru2 --------------------------------------------------------------------------------
      Xax3 --------------------------------------------------------------------------------
      Xca2 --------------------------------------------------------------------------------
      Xax2 --------------------------------------------------------------------------------
       Mka --------------------------------------------------------------------------------
      Rru5 --------------------------------------------------------------------------------
       Sav --------------------------------------------------------------------------------
      Rru6 --------------------------------------------------------------------------------
      Nar2 --------------------------------------------------------------------------------
      Cpe2 --------------------------------------------------------------------------------
     ruler 1.......10........20........30........40........50........60........70........80
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       Mge ------------------------------------------------------------------------------MK     2
       Mpn ------------------------------------------------------------------------------MK     2
       Mga ------------------------------------------------------------------------MVIKGFIL     8
       Mpe --------------------------------------------------------------------------------
       Uur ---------------------------------------------------------------------------MEIRG     5
       Mpu -----------------------------------------------------------------------------MKK     3
     Fnu_N -----------------------------------------------------------------------------MYT     3
    Fnu2_C ---------------------------------------------------------------------------NMDKN     5
       Tde -----------------------------------------------------------------------MANISFSVL     9
       Tpa --------------------------------------------------------------------------------
      Lint ---------------------------------------------------------------------------MSMPG     5
       Gme --------------------------------------------------------------------MEGDQQLNTISL    12
       Bce ------------------------------------------------------------------------------MP     2
       Bsu ------------------------------------------------------------------------------MA     2
       Bha ------------------------------------------------------------------------------MA     2
      Oih1 -----------------------------------------------------------------------------MVA     3
       Lmo -----------------------------------------------------------------------------MTK     3
       Sau --------------------------------------------------------------------------------
       Sep --------------------------------------------------------------------------------
       Sxy --------------------------------------------------------------------------------
       Smu -------------------------------------------------------------------------------M     1
       Sbo -------------------------------------------------------------------------------M     1
       Sag -------------------------------------------------------------------------------M     1
       Spy -----------------------------------------------------------MSICKGLTVDLCYNIEKGEIM    21
       Ssl -------------------------------------------------------------------------------M     1
       Spn ------------------------------------------------------------------------------MM     2
       Lla -------------------------------------------------------------------------------M     1
       Lga ----------------------------------------------------------------------------MVEA     4
       Lde ----------------------------------------------------------------------------MTNT     4
       Lbr ----------------------------------------------------------------------------MTES     4
       Lpl ----------------------------------------------------------------------------MAGS     4
       Lca ----------------------------------------------------------------------------MADS     4
       Efa ----------------------------------------------------------------------------MTEV     4
      Efam ----------------------------------------------------------------------------MSEV     4
       Lme ----------------------------------------------------------------------------MAQN     4
       Ooe ---------------------------------------------------------------------------MDEQQ     5
       Tte ------------------------------------------------------------------------------ME     2
       Eac ---------------------------------------------------------------------------MTEDK     5
       Cth -------------------------------------------------------------------------MSSDAAY     7
       Cac -------------------------------------------------------------------------------M     1
      Ctet -------------------------------------------------------------------------------M     1
      Cpe1 -------------------------------------------------------------------------------M     1
      Oih2 ------------------------------------------------------------------------------MK     2
       Rso ----------------------------------------------------------------------------MELT     4
       Rme ----------------------------------------------------------------------------MELT     4
       Bfu ----------------------------------------------------------------------------MDTS     4
       Bpe --------------------------------------------------------------------------------
       Cvi --------------------------------------------------------------------------------
       Nme ------------------------------------------------------------------------------MP     2
       Neu ------------------------------------------------------------------------------MS     2
      Xca1 -----------------------------------------------------------------------------MNT     3
      Xax1 -----------------------------------------------------------------------------MNT     3
       Xfa -----------------------------------------------------------------------------MNT     3
       Cbu --------------------------------------------------------------------------------
      Ctep -----------------------------------------------------------------MNFDQKGLKKRSITV    15
       Mma --------------------------------------------------------------------------------
      Rru1 --------------------------------------------------------------------------------
       Ccr --------------------------------------------------------------------------------
      Nar1 --------------------------------------------------------------------------------
       Bme --------------------------------------------------------------------------------
      Mlo1 --------------------------------------------------------------------------------
       Sme --------------------------------------------------------------------------------
       Atu --------------------------------------------------------------------------------
      Rsp1 --------------------------------------------------------------------------------
       Bja --------------------------------------------------------------------------------
      Mlo2 ---------------------------------------------------------------------------MMPPN     5
      Rsp2 ARRGEVPRWHDTRPPARCGAGASARRGAAAHQQDQFHPQRPRAHADELGRQSQPDRRLQSRPDRRLCRSGRHPRGHPAAA   160
      Rru3 -----------------------------------------------------------------------------MPV     3
      Rru4 ----------------------------------------------------------------------MTRSRRGALA    10
      Rru7 --------------------------------------------------------------------------------
      Rru2 --------------------------------------------------------------------------------
      Xax3 --------------------------------------------------------------------------------
      Xca2 ------------------------------------------------------MPQSAAVAELAPISALRAERAHAAMP    26
      Xax2 ------------------------------------------------------MPQSAAWVEDTPLSDGSAAIATGAAV    26
       Mka --------------------------------------------------------------------------------
      Rru5 ---------------------------------------------------------------------------MTRKT     5
       Sav -----------------------------------------------------------------------------MST     3
      Rru6 ----------------------------------------------------------------------------MRGC     4
      Nar2 --------------------------------------------------------------------------------
      Cpe2 --------------------------------------------------------------------------------
     ruler ........90.......100.......110.......120.......130.......140.......150.......160
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       Mge HLTVKALVLQFNDCIQLIDGKN-NIDNVIT----------------------IPGLKRSVFELLGLFCK---PIGSVAI-    55
       Mpn KLLVKELIEQFQDCVNLIDGHT-NTSNVIR----------------------VPGLKRVVFEMLGLFSS---QIGSVAI-    55
       Mga SFTVKDIYDKFEVILVILDGEE-KMDRVIE----------------------KPGLSRPTFELFGPFQSD--PIKSAVV-    62
       Mpe --MNWKDVHKNFSNYKLES--V-GREKEII----------------------SNRVTRTGLEFADFFVHK--DLKAVVL-    50
       Uur KLFVSQVVRKFNLNVVANS--D-YIDREIS----------------------TTGITRVGFELAGEILFK--EIWNIVY-    57
       Mpu KLFVSELIKHFDLEVLNHDFPE-IEDREIL----------------------TPSIKRLGLELSGHFIYD--AISGVIVG    58
     Fnu_N YTTVREIVDSLNLEILNEG----NLDLKID----------------------IPNIYQIGYELVGFLDKDSDELNRYINI    57
    Fnu2_C RLPVTKLINEFDLEIKYGE-DK-ITSTYIK----------------------SSNVYRPSLSLIGFFDLIEEVSNIGIQI    61
       Tde NLLELDLKKHDSLELTCVSGRMG-LSNKIL----------------------EPNINRPGLALSGFFDSFA---NERVQL    63
       Tpa -MLKLDLKERDSLDLRCIAGHHG-LANPIT----------------------ISDLNRPGLVLSGFFDFVA---YRRIQL    53
      Lint INVSNLLNEHEELGLRLLAGQKG-LTNRIN----------------------MSEINRPGLSLTGFYESFA---HDRIQI    59
       Gme SIEDLLNDTEYGLDLSLVAGRGG-VGHRVF----------------------SSRIQKPGLALTGYTDHLH---PDRVQV    66
       Bce KVRTKDLIEQFQLELISG-EEG--IHRPID----------------------TSDLSRPGIEMAGFFTYYP---ADRVQL    54
       Bsu KVRTKDVMEQFNLELISG-EEG--INRPIT----------------------MSDLSRPGIEIAGYFTYYP---RERVQL    54
       Bha KVTANDLLERFQLELLSG-EEG--IHRSIT----------------------TSDISRPGIEMAGFFTYYP---AKRLQL    54
      Oih1 VVRTQDLLDNFNLTLVSG-EDG--IQREII----------------------TSDISRPGIEMTGYFRYYP---KERLQL    55
       Lmo SVTVKDLKERLNLELICS-ETG--LERPIS----------------------TSDLSRPGLELTGFFSYYP---EDRVQL    55
       Sau MLTTEKLVETLKLDLIAG-EEG--LSKPIK----------------------NADISRPGLEMAGYFSHYA---SDRIQL    52
       Sep MLTTDRLVNTLNLELLTG-EEG--LDRPIK----------------------NTDISRPGLEMAGYFSHYA---SDRIQL    52
       Sxy MLTTKSLVERFELEMIAG-EAG--LNKQIK----------------------NTDISRPGLEMAGYFSHYA---SDRIQL    52
       Smu SVTVQMLVDKVKLDVIYGTQEL--LQKEIA----------------------TADISRPGLEMTGYFDYYA---PERIQL    54
       Sbo SVTVKMLVDKVKLDVIYGDDDL--LSKEIT----------------------TSDISRPGLEMTGYFDYYS---PERLQL    54
       Sag AVTVQMLVDRLKLNVIYGDEHL--LSKRIT----------------------TADISRPGLEMTGYFDYYA---PERLQL    54
       Spy PVTVKMLVQKVKLDVVYATDNL--LSKEIT----------------------TSDISRPGLEMTGYFDYYA---PERLQL    74
       Ssl TVTVKMLVDKLKLKVIYGNEKL--LSKPIT----------------------TADISRPGLEMTGYFDFYS---PERIQL    54
       Spn SVLVKEVIEKLRLDIVYGEPEL--LEKEIN----------------------TADITRPGLEMTGYFDYYT---PERIQL    55
       Lla AVSVQDLLDKIHFHVIYSTETA--LQKEIT----------------------TSEIMRPGLEMAGYFDYFT---PERIQL    54
       Lga VKVSELVKDVPSLKIIEGKEYL--SQKLID----------------------TSDISRPGLELTGYFDFYP---KNRIQL    57
       Lde VKLTEFINDNSNLRVLQGQECV--AGKEIT----------------------VSDVYRPGLELSGYFDFYP---ADRVQL    57
       Lbr VTVAELVKANR-LDVYTGKDNL--DR-KIT----------------------TSDISRPGLELTGYFNYYP---AKRVQL    55
       Lpl VTVADLVKNTR-LDVYHGADLL--EKKDIT----------------------TSDISRPGLALTGYFNYYP---RERVQL    56
       Lca VTVRQLVKATK-LEVYSGEEYL--DQRQVV----------------------LSDISRPGLELTGYFNYYP---HERIQL    56
       Efa VKIYQLVENLS-LEVVYGDEES--LNRTIK----------------------TGEISRPGLELTGYFNYYS---HDRLQL    56
      Efam VKVSQLVKKLS-LEIVTGDEKS--LDRVIV----------------------TGDISRPGLELTGYFNYYS---HNRLQL    56
       Lme SVTVKQLVENTRLKIVAG-EQY--LDREIT----------------------TADISRPGLEMTGYFNYYA---PERIQL    56
       Ooe NVTVRDLVQNTALRVVWG-EDH--LERPIT----------------------VPDIARPGLQLTGFLDYFE---PRRVQL    57
       Tte KVSVETLIKDLNLEVIVKAENN---KIDIT----------------------TSDVNRPGLQFAGFYEHFA---YERVQI    54
       Eac KVSVSMFIKELELEVVHKGENT---DYEII----------------------SSDINRPALQFAGFFEHFA---YDRVQV    57
       Cth SVTLKKLQKALSLELVTADDEDRLENILVT----------------------SPEVNRPGLQLVGYLEYFG---TDRIQM    62
       Cac QVSIEDIIENLDLEVLVKGKDG----IKLG----------------------LSDINRPGLQFAGFYDYFG---NERVQV    52
      Ctet GVLVKNLVEDLKLEVLNKGKDD----IELN----------------------ISDINRPGLQFSGFYNYFA---NERVQL    52
      Cpe1 GVTIEKLIKDFSLEVIQIGEEN----VPIN----------------------VSDVNRPGLQLAGFYNYFA---PERIQV    52
      Oih2 SIQVQQLVEEFNLEVLAGEDHR---ERTIT----------------------KSRTHRPGLEFIGYFDFFP---MERVQI    54
       Rso GVTAQSIFDDNAADLKLSWVAGLEGADRAF----------------------DVDFAKEATSAADLVGHLNLIHPNRIQV    62
       Rme GVTSQSIFDDNAADIKLSWVAGLEGADRAF----------------------DVEFAREATSAADLVGHLNLIHPNRIQV    62
       Bfu SINAQSIFDDNAATLKLSWLTGHEGWERGF----------------------SSESVANATSSADLVGHLNLIHPNRIQV    62
       Bpe MLTVQELVDDNADKIPFSWIAGHDAADRAI----------------------SDD----GMAAADLVGHLNLIHPSRIQV    54
       Cvi ----------------------------------------------------MIG-NDDQRPTLALVGHLNFIHPNRVQV    27
       Nme SISVRRLFDDNQYKLQLAWAAGNSGADN------------------------RIG-VEADKPVLALVGHLNFIHPNQIQV    57
       Neu QVSITQLFEENQEKLNLQWGEPSAVIDR------------------------QLENHQINNSTQELIGHLNFVHPNWIQV    58
      Xca1 SITARELFDQQRDKLALRWVAGQKGEHR------------------------EIQAGSNNARRPSLAGYLNVIYPNKVQI    59
      Xax1 SITARELFDQQRDKLALRWVAGPKGEHR------------------------EIQANSNNARRPSLAGYLNVIYPNKVQI    59
       Xfa SITARELFDLQRDRLSLRWIAGQQGEHR------------------------QIDSGDTRARRPSLAGYLNTIYPNKVQI    59
       Cbu --------------------------------------------------------------------------------
      Ctep AYFFEHIQKRFDIKFRRLNELD-EQKCRIH----------------------ERDLHRPGLAIAGFTKLFT---YKRVQI    69
       Mma --------------------------------------------------------------------------------
      Rru1 --------MGGCRAIGRRHRVGPPDLKADL----------------------AGIGLLAQGDKGRAGAFGKEAPHKRLFG    50
       Ccr --------------------------------------------------------------------------------
      Nar1 --------------------------------------------------------------------------------
       Bme --------------------------------------------------------------------------------
      Mlo1 --------------------------------------------------------------------------------
       Sme --------------------------------------------------------------------------------
       Atu --------------------------------------------------------------------------------
      Rsp1 --------------------------------------------------------------------------------
       Bja --------------------------------------------------------------------------------
      Mlo2 QPLATYLDDAPSHGGMMRERRYYR----------------------------AYGLTVASDVALPELEPTEPAA--ADIL    55
      Rsp2 GGRARPAGPPPDHAGGRARRMAARRIVRAGPPPRQKDPRMSALQSLRPALRTAYGLAVRSDIDLPELEPLPGDG--AADL   238
      Rru3 QPTPAPPVDAPSPDGDRD----------------------------------LFGWRVRADLPLPELPVWAGDG--RAPD    47
      Rru4 RSSEGGPFPTADPVADRA----------------------------------LCGWRVRSVIDLPELPLWTRDD--RLPD    54
      Rru7 ------------MTGDYA----------------------------------LCGWRVRIDRPSTFAPPWIGED--RPVD    32
      Rru2 -------------MHHYR----------------------------------VSGWTLATEIPLPHLFPCSAPAGEAAAD    33
      Xax3 -------MPTTQLHHHYV----------------------------------LCGWHVRSALTLPELPPWSATATPVDAD    39
      Xca2 APLDPFDEQGPRRHGVRKQVLGASFHFESD----------------------SPALLSLVEAAYAGLPAHRFDGAPQFHI    84
      Xax2 A-ADPFGEHRPRCWGVRRQILGALFHFQSD----------------------SQALLALVDAAYAGLPAHRLPGAPEFHV    83
       Mka --------------------------------------------------------------------------------
      Rru5 GTPLSGRLSRRARPAPMSTLPTPPAPGRDE----------------------DRLFYGYRLRTEVPLPSLPILAENGAPD    63
       Sav PTATRLQAADADVTVLSNTAFVTDWSRRYFG--------------------PWWNAFEVPTSSVCAGPLVTADVDEKAYA    63
      Rru6 SAPGRRCLARPMPRSSFRLPPSAAALAKAK----------------------EMTGATVFGDVSGWRYRGALVPPGAVAV    62
      Nar2 ----------------------------------------------------MQARGCGFSWHGDAMSEQVAARNPQELM    28
      Cpe2 ----------------------------------------------------MKKWFYKVYGLIVESDIEIPELLSIDKN    28
     ruler .......170.......180.......190.......200.......210.......220.......230.......240
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       Mge LGKREFIFLNQKPVEQQKKIIANLLKLKPPAVILTKSFLD--CGVLLAVNQTYQVPILKTNLFSTELSFTVETYINEQFA   133
       Mpn LGKREFGFLSQKTLVEQQQILHNLLKLNPPAIILTKSFTD--PTVLLQVNQTYQVPILKTDFFSTELSFTVETYINEQFA   133
       Mga LGNREYSYLTSLSPEERKEKTKRLLELQPPVLILTKSFLD--PVFLKECNKEYKVPILCTDMYSNELNISIGLYISKQLA   140
       Mpe WGNDEYLYLKQFDEKLVKEKIEKIFQLTPPLVVLSRSFPA--KGIILELAKKYDISILSTKESSADLTNYINTFLTEKLS   128
       Uur FGSKESNYFNKFSETIISKKLGKILDLNPPLIIFGKNFKH--AGILLKLAERYKIPIVEVKYSFYELNFTINSYISQKLS   135
       Mpu WGTNESKFFEKIGSEKAKSSIEEIFSRKIPMLVLSKGFDKNYYSTIIEIANKHKTPVIFYKASLSEINTILGIYLLQYFA   138
     Fnu_N CSLKESRFIATFSKERKESVISKYMSLDFPALIFTKDAII--AEEFYYYAKKYNKNILFSNEKASVTIRKLKFFLSKTLS   135
    Fnu2_C FSKIEFKFLENLPPIERVNNLKKFLNYDIPMIVLTVDANPP-EYFFDLVKKSGHILAIAPYKKASQIVANFNNYLDSFFS   140
       Tde FGRGEYAYLATLTEKKDLSTIEKMFSFKIPCCLFSNDLKP--PKEFLEISDKHNCPILTSTLSSNELALRLLRILSNTFA   141
       Tpa FGRGEHAYLLALLEQGRYGAIEKMFTFDLPCCIFSHGITP--PEKFLHLAEPSSCPILVTRLTSSELSLRLMRVLSNIFA   131
      Lint FGKGEWAYITSRTPEDLEKIAAEFFGFHLNCIIFTHGNMP--PPIFMENCEKLGIPLMISEVSTHKFITLISGILDRSLA   137
       Gme LGNTEISYLRQLHEELATIFVDKFCEYPISCIIVTKGLDP--PQFLKDAAEREAIPLLVTPLQSSTFISLITKFLEERLL   144
       Bce LGKTELTFFDTLTSEQKQERMKALCTEETPCIIVTRNQDV--PDELLQASRESGMPLLRSSQTTTRLSSRLTNYLEGKLA   132
       Bsu LGKTELSFFEQLPEEEKKQRMDSLCTDVTPAIILSRDMPI--PQELIDASEKNGVPVLRSPLKTTRLSSRLTNFLESRLA   132
       Bha LGRTELSFYKQLSPVDKEERMSKLCTYDTPGIIISRGLEV--PPELLKASEKVGVPVLRSNITTTRLSSMLTNFLESQLA   132
      Oih1 IGKTEMAYFLDLSSEQRRDRAERLCTDITPGIVVSRGMDI--PEELKEASEKSGVPILQSPRKTTRVISRLTNYLESKFA   133
       Lmo FGMTEISFSEGMEPEERLKRYKQMCTKRTPAFVISRNLEV--PKELVAAAKEADIPVLRSRLKTTRLSVYITNYLESRLA   133
       Sau LGTTELSFYNLLPDKDRAGRMRKLCRPETPAIIVTRGLQP--PEELVEAAKELNTPLIVAKDATTSLMSRLTTFLEHALA   130
       Sep LGTTELSFYNLLPDEEKKGRMRKLCRPETPAIIVTRGLEP--PEELIQASQETHTPIIVAKDATTSLMSRLTTFLEHELA   130
       Sxy LGTTELSFYNLLPDEERKGRMRKLCRPETPAIIVTRDLEP--PEELIEAAKEHETPLITSKIATTQLMSRLTTFLEHELA   130
       Smu LGMKEWSYLTQMTSHNRYSVLKEMFQTETPAIIVARDLTI--PEEMLLAAKEEGIAVLQSHVPTSRLSGEMSWYLDSCLA   132
       Sbo LGMKEWSYLTKMTSHNRRHVLREMIKPETPAIIVARNLAI--PEEMISAAKEKGIAILQSHVPTSRLSGEMSWYLDSCLA   132
       Sag VGMKEWSYLMAMTGHNRYQVLREMFQKETPAIVVARDLEI--PEEMYEAAKDTGIAILQSKAPTSRLSGEVSWYLDSCLA   132
       Spy FGMKEWSYLTQMTSHNRYSVLKEMFKKDTPAVVVSRNLAI--PKEMVQAAKEEGISLLSSRVSTSRLAGEMSYFLDASLA   152
       Ssl VGMKEWSYLKTLTDHNRYSVFSNMFKEETPAVIVARGLDI--PEEMYRAAKENGVAVLQGRNGTSSLSGDMSWYLNAQLA   132
       Spn LGMKEWSYLISMPSNSRYEVLKKMFLPETPAVIVARGLVV--PEEMLKAARECKIAILTSRAATSRLSGELSSYLDSRLA   133
       Lla FGMKEWSYMMTVVGDNRYDLLKKVMAKETPVVIVARNLEI--PSEMVAAAKKSDIVLLQSREATSRLNSVLTSFLDERLA   132
       Lga LGRTEISYSARLDHDLRERVFNKMATPETPCFIVSRGLPI--PSEMLEAAEKEKIPVFSSNMATTHLSSVITQFLDEKLA   135
       Lde LGRTEISYAARLDHDLRRKVFEKICQKETPCLLVSRNLPV--PVELKEAAEAAGTPILISNDATTYLMSMITQYLAVKLA   135
       Lbr LGITETSFAKGMSHKELLNVMRKMCQPETPAFVISTQLDP--PEELTQSAEEAGIPILGTKLTTSRVLSNMTNFLEGKLA   133
       Lpl LGKTETAYSKNMSHDERLMIFRKMCQLTTPAFVISTGLPV--PEELVQAGEENGVPILGTKMTSSRILSNMTNYLEGKLA   134
       Lca FGRTEISFARNMSSEERLLILKRMATEDTPAFLVSRGLEA--PAEMITAATAAHIPVLGSRLPTTRLSSLITEYLDSQLA   134
       Efa FGSKEITFAERMMPEERLLVMRRLCAKDTPAFIVSRGLEI--PEELITAAKENGVSVLRSPISTSRLLGELSSYLDGRLA   134
      Efam FGSKEISFAERMIPEERLIIMRRLCSEDMPAFIISRGLPA--PEEMIQAANENGIAVLRSPISTSRLLGELSSYLDGRLA   134
       Lme LGITETSFSERMSHDELLLVFRRMADEKTPAFVISTGLPI--SDELNQAADEAHIPILSSTLTSSRILSNMTYYLGGELA   134
       Ooe YGVNETEYAKTMTHEHKTIVFKKMASETTPAFVISTNLKI--PEELIEAAKDAGIPVLTSSLTSSRLLSNMTYYLGAQLS   135
       Tte MGKVETTFVEQLPDEVLAERADKFFAYPIPCLIVTRDLNI--RQEIIEAAKKHDRYLLRTKEASTKFINRLINYLDEKLA   132
       Eac IGKGEHDYFGTLDRATRLRRLEKLFSYEIPVLVLARGLDF--SSDTINMAKKYNRIIIRSQMSTTKFINKASGYLSEKLA   135
       Cth IGKVETSYLAGLTSEERYSRLDEFFKCGFPCMVVARGLEV--FPEMLEVSRKYGIPIFRTKETTSRVLSALISYLNVELA   140
       Cac IGKAEWSFLNAMPPEIREKRIRKYFQFETPCIVLARGLKP--QKELLDCSKEYNRWLLRSKAQTTRFINKIMNYLDDKLA   130
      Ctet IGKTEWSFLDVMSPELRKKRVAKFFQFETPCVIITRNLKP--HKEVLENSRKYNRWLLNTSNISTRFTSKLMNYLDEKLA   130
      Cpe1 IGKAEWSFLEDMSPDLRKKRLNKFFSFDISCLIITRGLEI--HEELLKAARKRNLWILRSDMVTTKFISKITMYLSDKMA   130
      Oih2 LGKKEINYLHQLNEQERDIRIGNVVNYHPPCFIVTSDQDG--LTYLKKYCHAEQIPLLRTKEATVDFMAKVDHYLTRKLA   132
       Rso LGKPEITYYQRLSEENRKRQMGELILLEPPFLVVADGVDP--PPDLELRCTRSSTPLFTSPISSAAVIDHLRLYLSRISA   140
       Rme LGKPEILYYQRLDDEPRKRQMGELILLEPPFLVVADGMEP--PPDLELRCTRSSTPLFTTPVSSAAVIDHLRLYLSRISA   140
       Bfu LGDAEIDYYKRQTDEDRSRHMAELIALEPPFLVVAGGVPA--PPELVLRCTRSSTPLFTTPMSAAAVIDSLRLYMSRILA   140
       Bpe FGQEELAYYTRFDLRRRMHHMDELLIGGVPAILLADGLTP--PQDLIDQCAQHQVPLLSTPVAAAQLIDLLRIYLGKKLA   132
       Cvi LGLAEVDYLNKLEQSAAKTALDQLFHKSMSVVMVANGQPV--PRLLRDYCHSHNVPLMCSTLESPYLMDVLRIYLARALA   105
       Nme VGLAESEYLNRLESGETGYQFGDLFDISMSLVIVANGLPV--SPGLRDYCHKNDIPLLTSKLESPYLMDVLRIYLQRTLA   135
       Neu LNQTSVNYLDQLDDVSLKKRLNQLAKSQLACLIVADDAPI--PNAIRQFVNEQSVPLIQSATASLEIIWRLQSYLARMLA   136
      Xca1 LGTEELAWLDSLDARQRWETIEKIIQVQPLALAISKNQSC--PEDLRAAADESNTPLWISPKRGHELLNHLSYHLARTLA   137
      Xax1 LGTEELAWLDSLDARQRWETIEKIIQVQPLALAISKNQSC--PEDLRAAADESNTPLWISSKRGHELLNHLSYHLARTLA   137
       Xfa LGTEELTWLDSLEPNKRKETIEKIIQFQPLTLVISKNQSC--PEDMRTAADNSQIPLWVSPKRGHELLNHLSYHLARILA   137
       Cbu -------------------------------------------------------------------MSLHQSPGETPGP    13
      Ctep LGNTETRYLNHLSDEERKTAFANFVSFRMPCIILTSNNKLD--QELVDMATGAGIPVFITRCSSTKTIYYITDFLDEEFS   147
       Mma --------------------------------------------------------------------------------
      Rru1 QGGREGGRGQQPPRPKKTAKKTPAEQTPAKQSHDHHSPRSLRRCRRDLSLPQYPSPGIFSKTSRPLTPGLPSSILGDMDK   130
       Ccr --------------------------------------------------------------------------------
      Nar1 --------------------------------------------------------------------------------
       Bme ---------------------------------------------------------------------------MTPEE     5
      Mlo1 --------------------------------------------------------------------------MPDPVA     6
       Sme -----------------------------------------------------------------------------MNA     3
       Atu -----------------------------------------------------------------------------MNA     3
      Rsp1 ----------------------------------------------------------------------------MTGA     4
       Bja -----------------------------------------------------------------------------MSD     3
      Mlo2 IAIGTIDMPKPSS----EAATIFRFEPDRQYLAWHAVGAFLISDADRIDIEPAPG--VDDALLAFPLLGPVMALLLHQRG   129
      Rsp2 TVR-RGALPELPG----EGGFRTRFAPERAELWWQTVGTFRVEPG-LVTASPHAG--VSEDLVAYPLLGSVLALALEQLG   310
      Rru3 ILIRVAAVSPLDDGAQVFSP-RIRFIEATLCFDVPDVARYRVDGGHLVTIEAARGIAADAPEIRLFFFGTVLAVLCFRRG   126
      Rru4 VTIAFGRVTPVESASPGMN--WHVVGEGRFRFTVASVGSYRISRGRVITIDPQAGVVASA--VRQYLLGTAFGVLCHQRG   130
      Rru7 ITIRHAAFSPPSPPLLFESPLVGVFAEGAIVLRINPGLGFLIEGGARITVDATA--QTGEAEIATFLFGQCLGFLALQRR   110
      Rru2 ITLRQGPVPPPPVPLRLDRDGIQVGADGHTVIDIPNCVRIGLTGGRDIMVDPAPG--ASWPEIQTWLLGPGLGVICHQRG   111
      Xax3 VVIEEGEVPDRLDLHDPVESWLSVGRDGSVLLQVPQVVRIHVHAGRAMRVQRLN---RHDESWRLFLLGSALGYLCLQRS   116
      Xca2 TLDVVARAPRLPVAEPPPVRTHAAAGLLCGVMDECNYLMVSVAERRAMVVVSDDMLMHAYHLRYELIEFAVFLLAARGMS   164
      Xax2 TLDLLPRAPGRTDAEPPPVRTHASGGLLCGIMDACNYLMLSVPQRRAMLVVSEDMLAHAYHVRYELIEFAVFLLAARGLG   163
       Mka -------------------------------------------------------------------------------M     1
      Rru5 LTLRRGWVPDRLPDAVWASPFVEIAADGAVLIRIPGILAFLIRDGRHVTLDQDSD--AATGVIETFLFSVGAGAVLHQRG   141
       Sav DLAALLASVPHSEATYAKARLLLARDSTGTITAVSPDEQLAYRSEQLGGHVTISGHAPQPVALAASRIAREMIRAALLRD   143
      Rru6 DGADDADITVTLGPPAAAPPETGPGHPVWRRAEDGRTLLSLPGIGRFHIEGGDRVGIEAAEGADPVTLGLLLGGPVLAAL   142
      Nar2 EREMRVTFGPVPEAIENSFYNEEDIFVISDEEFLFTSLDHVRYHYRRGAGLTVQLPPAGLDSDYELFLWGTVFGAVAWLN   108
      Cpe2 ENKVDIKIKKDIIPKDVIEKIPSYSWFKYDVDSMVFTVKNIGSFYIYDGKNIVVQPSENADNQGIKTFILGTSFGMILLQ   108
     ruler .......250.......260.......270.......280.......290.......300.......310.......320
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       Mge T-VQKLHG-VLLEIFG---VGVFLEGKSGIGKSESALDLINKN-------HLLIGDDAIEIYRLGNRLFG-----RAQAL   196
       Mpn T-VAQIHG-VLLEVFG---VGVLLTGRSGIGKSECALDLINKN-------HLFVGDDAIEIYRLGNRLFG-----RAQEV   196
       Mga K-YTIHHG-VLIEVYG---EGVLIIGESGIGKSEVAMEMLRKN-------FLFVADDAISIARIGDRLIG-----RPTEI   203
       Mpe K-KEYLHG-NLIELFG---LGVLLMGKSGLGKSETSIELIKHG-------HMFIADDAIVCSNVFNKIIG-----RAPKR   191
       Uur H-QSLVHG-TLLSVFG---IGVILMGESGVGKSELAIELVKKG-------HIFVGDDAILVNRIGGNLYG-----RAEDS   198
       Mpu K-KVQVHG-TLVSVFG---MGILIVGDSGLGKSEAALELVQKG-------HVLISDDAVLVSHYGNKYFG-----KAPYI   201
     Fnu_N I-EEEYEDYSLMEIHG---VGVLMTGYSNARKG-VMIELIERG-------HRMVTDKNLIIRRVGENDLVGYNAQKKEKL   203
    Fnu2_C E-TISVHG-VLVELFG---FGVLLTGKSGIGKSETALELIHRG-------HRLIADDMVKFYRDTQGDVVG-----KSAE   203
       Tde P-RISLHG-VWVEVFG---LGILIMGSSGVGKSETALELIERG-------HRLVADDVVEISCINGNTLVGR---GANKI   206
       Tpa P-TIALHG-VLVEVYG---VGILISGDSGVGKSETALELIERG-------HRLVADDLVEISCVNGNSLIGR---GVHKS   196
      Lint P-RTMRHG-VLIEVFG---IGILLSGKSGVGKSETALELIERG-------HRLVADDMVEIRRLSESYLIG----TCSDL   201
       Gme P-TTHIHG-VLVDVLG---VGVLLLGKSGIGKSECALDLVIRG-------HRLVADDVVFVKKKMPAALVG----QAAEA   208
       Bce P-TTAVHG-VLVDIYG---VGVLITGQSGVGKSETALELVKRG-------HRLVADDSVEIRQEDEDMLVG----SSPDL   196
       Bsu P-TTAIHG-VLVDIYG---VGVLITGKSGVGKSETALELVKRG-------HRLVADDCVEIRQEDQDTLVG----NAPEL   196
       Bha P-TTAVHG-VLVDIYG---IGVLITGSSGVGKSETALDLVRRG-------HRLVADDSVEIRREHEDTLVG----RSPEL   196
      Oih1 P-FTAIHG-VLVDIYG---VGVLIIGQSGVGKSETALELVKRG-------HRLVADDNVEIRQEDYDSLIG----NAPPL   197
       Lmo P-VISMHG-VLVDIYG---LGVLITGSSGVGKSETALELVKRG-------HRLVADDNVEIRQEDEMTLIG----SSPAI   197
       Sau K-TTSLHG-VLVDVYG---VGVLITGDSGIGKSETALELVKRG-------HRLVADDNVEIRQINKDELIG----KPPKL   194
       Sep K-TTSLHG-VLVDVYG---VGVLITGDSGIGKSETALELVKRG-------HRLVADDNVEIKEITKDELVG----KPPKL   194
       Sxy R-TTSLHG-VLVDVYG---VGVLITGDSGIGKSETALELIKRG-------HRLVADDNVEIREISKDELIG----RAPKL   194
       Smu E-RTSVHG-VLMDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDVFAKDEETLWG----EPAEI   196
       Sbo E-RTSVHG-VLMDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDVFAKDEETLWG----EPAEI   196
       Sag E-RTSVHG-VLMDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDVYAKDEETLWG----EPAEI   196
       Spy E-RTSVHG-VLMDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDVYAKDEETLWG----EPAEI   216
       Ssl E-RTSVHG-VLVDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDVYAKDEETLWG----EPAEI   196
       Spn E-RTSVHG-VLMDIYG---MGVLIQGDSGIGKSETGLELVKRG-------HRLVADDRVDIFAKDEITLWG----EPAEI   197
       Lla E-RTTVHG-VLMDIFG---VGVLIQGASGIGKSETGLELVKRG-------HRLVADDRVDVFQRDAFTLSG----EPAEI   196
       Lga P-RKSIHG-VLVEIYG---MGVLIIGNSGVGKSETALDLVKRG-------HRLIADDRVDVYQKDDKTVVG----EAPKI   199
       Lde E-RSSVHG-VLVEVFG---MGVLLTGESGVGKSETALALVQHG-------HRLIADDRVDVYQRDHETVVG----EAPRI   199
       Lbr E-RQSVHG-VLVDIYG---VGVMITGDSGVGKSETALELVKRG-------HRLIADDRVEVYQQDEQTLVG----AAPAI   197
       Lpl E-RQSVHG-VLVDIYG---LGVLITGDSGVGKSETALELVKRG-------HRLIADDRVDVYQQDEQTLVG----EAPAI   198
       Lca E-RRSMHG-VLVDIYG---LGVLITGDSGVGKSETALELVQRG-------HRLIADDRVDVYQQDEQTIVG----AAPPI   198
       Efa V-RTSVHG-VLVDVYG---LGVLIQGDSGIGKSETALELIKRG-------HRLIADDRVDVYQQDELTVVG----EPPKI   198
      Efam P-RTSVHG-VLVDVYG---LGVLIQGDSGIGKSETALELIKRG-------HRLIADDRVDVYQQDELTVIG----EPPKI   198
       Lme P-RKNVHG-VLIDVHG---LGVLITGDAGIGKTESALELIQQGK------ARLVADDRVDIYQEDEERLIG----EPNGV   199
       Ooe E-RKSVHG-VLIDING---IGVLLTGDPGIGKTEAALELIQQGK------ARLIADDRVDIYAEDEQRLVG----APPEV   200
       Tte P-QITIHG-NLVDVYG---IGVLLLGESGIGKSETALELVKRG-------HRLVADDAVEIRKIGEDKLQG----SAPEI   196
       Eac P-SKTVHG-VLVDIYG---IGVLLMGKSGVGKSETALELVKRG-------HRLVADDAVEIRRIEDDMLVG----EAPDI   199
       Cth E-RTREHG-VLVEVFG---EGILILGESGVGKSETALELVKRG-------HRLVADDVVEIRRVSEKTLFG----TAPDE   204
       Cac P-ETRIHG-VLVDIYG---LGILITGESGIGKSETALELIKRG-------HRLVADDAVDIKEIES-VLVG----KSPYI   193
      Ctet P-ETRLHG-VLVDVYG---IGILITGESGIGKSETALELIKRG-------HRLVADDAVDIKEIEG-KLIG----SSPYV   193
      Cpe1 P-ETRLHG-VLVDVYG---IGMLITGESGIGKSETALELIKRG-------HRLVTDDAVDIKEIDG-DLIG----RSPEI   193
      Oih2 P-EIAVHG-VCMNVLG---IGILIRGESGVGKSELAHTLLGRG-------HRLVADDIVVLKRLSHKTILG----THNDK   196
       Rso P-RVTMHG-VFLDILG---MGVLIMGDSGLGKSELGLELISRG-------HGLVADDAVDFVRLGPDFIEG----RCPPL   204
       Rme P-RVTMHG-VFLDILG---MGVLIMGESGLGKSELGLELISRG-------HGLVADDAVDFVRLGPDFIEG----RCPPL   204
       Bfu P-RATLHG-VFLDILG---MGVLLTGDSGLGKSELGLELISRG-------HGLVADDAVDFVRLGPDFVEG----RCPPL   204
       Bpe P-TTTVHG-VFLDVLG---LGVLITGESGLGKSELALELISRG-------HGLVADDAVELSRTAPGVIEG----HCPQL   196
       Cvi V-STVLHG-VFLDVFE---IGVLIMGDSAMGKSELALELISRG-------HGMVADDAVELYRIGPDTLEG----RCPPL   169
       Nme A-SSVKHG-VFLDVFE---IGVLITGHSGLGKSELALELISRG-------HSLIADDAVELFRIGPETLEG----RCSPM   199
       Neu P-AITRHG-VLLDVLG---MGVMITGESGVGKSELALELISRG-------HGLVADDVVELHRIGPETLEG----QCPPL   200
      Xca1 P-RVTLHG-VFMEIYS---IGVLITGEAGSGKSELALELLSRG-------HRLVADDAPEFTQIAPDVLDG----TCPEL   201
      Xax1 P-RVTLHG-VFMEIYS---IGVLITGEAGSGKSELALELLSRG-------HRLVADDAPEFTQIAPDVLDG----TCPEL   201
       Xfa P-RATLHG-VFMEIYS---IGVLITGEAGSGKSELALELLSRG-------HRLVADDAPEFTQIAPDVLDG----TCPEI   201
       Cbu L-KQTWHA-NFLVIDK---MGVLITGEANIGKSELSLALIDRG-------HQLVCDDVIDLKQEN-NQLIG----SCPSV    76
      Ctep L-YQQYHG-SMIDVYG---VGVLLTGKSGLGKSEVALDLIERG-------HGLVADDVVVVKRKGETKTLVAS---RNNI   212
       Mma --MTLVHGTCVAIDGR----GVLLRGPSGGGKSDLALRLIDGG-------AVLVADDQTHLEREGNALIAR-----PPAT    62
      Rru1 P-PPTVHGTAIARDGW----AVLLRGPSGSGKSDLALRMIDRG-------AVLVGDDQLIVLAGPAGPALA-----PPDP   193
       Ccr ---MIRHGGLIALRHQGLWRGALIEGPSGAGKSDLALRALDQG-------FRLVADDRVVTFAAGGRLYGR-----APET    65
      Nar1 M-SVVRQAGCVAIGGR----GLLIEGAPGTGKSSLALALIDRG-------ATLVGDDGVLLRVQGGRLIAA-----PHPH    63
       Bme E-RSGLHATTLQLLGR----GVMIMGRSGAGKTELALTLIERAASRREE-AFLVADDRTLLHREGDRLIAS-----VPTA    74
      Mlo1 Q-PENIHGTAILIGER----GVLITGPSGAGKTTLALTLLDHCRARGLF-SRLIGDDRLLAAARAGRLVCR-----VPAP    75
       Sme P-FVNVHGTAIVLGTT----GLLITGPSGSGKSALALSCLSEVRHRGRF-AALVADDRVDLTLENGRIVAR-----CPAA    72
       Atu E-RFNLHATAIVVDGT----GILFTGPSGSGKSELAFSFLTEAERCGLP-AALIADDQIFVYRDGETIIAE-----RPEA    72
      Rsp1 D-RTILHASCVALDGR----GLLILGPSGSGKSALALELMALG-------ADLVADDRTEIEGQGPDLVAR-----CPPA    67
       Bja G-GPSVHASAVKVGNL----AVLIRGPSGSGKSRLAFDLIMAGRAGVVERAVLVGDDRVHLATVGDEIEVR-----PAPP    73
      Mlo2 L-LVLHASAIAAAGKG-----AIFMGDKGAGKSTTASALIRAG-------HELLTDDVVALDLARPDAPMIVAGFPQIKL   196
      Rsp2 L-FTIHASAVSVGGHG-----VVMMGDKGAGKSTTATAMIRAG-------HPLIADDIVAVDEG----FRLRPGFPQVKL   373
      Rru3 L-IPLHASAVALDGRA-----LLLSGESGTGKSTLAAALLARG-------YPLLSDDLCALDVSCPDKPMILPCTAHLKL   193
      Rru4 L-LPLHASCVAINGRA-----VAIAGASGAGKSSLAAALVRLG-------YPLLGDDVCVIDASEINAPHVLPAIPRLKL   197
      Rru7 Q-PALRAASVVRDGRA-----VVLAGAAGVGKSTLAAALMAKG-------WGLLADEVTLIDP---RTLLIPPAFGRIKL   174
      Rru2 V-LPLHACAIRTGKGG-----LAIVGNSGAGKSTTATALVQRG-------HRLLGDDVLVVDPDTG---LAQPCFPMVKL   175
      Xax3 L-FPLHAACLRIGTQT-----VAFAGHSGAGKSTLAAALLKRG-------HGLLSDDLTVIRLDSAGAIMVLPAFPRLKL   183
      Xca2 L-VPLHGACVGWQGHG-----ALLLGASGAGKSTLALHSLLRG-------LQFVAEDGVFVEPHSLVATGVANFLHLRPA   231
      Xax2 L-VPLHGACVGRRGRS-----VLLLGASGAGKSTVALHSLLHG-------LDFVAEDGVFVAPNSLLTTGVANFLHLRAE   230
       Mka E-RVVVHG-TLMDVFG---VGVLLVGPRGVGKSETALELIRRG-------HRLVSDDAVIVECDDSYEYPVG---RPPEN    66
      Rru5 V-LPLHASCVMIGDVA-----VAMAGVSGRGKSTLAGLLSMRG-------HEVVTDDVCPVVFHETKALVVPGP-PRLRL   207
       Sav G-WTLLHASAVVRDGR----ALLAFGDKGAGKTTTALLVASRC-------AQLLANDRVFIKRIGADLRVLPWP-SAAAI   210
      Rru6 L-RQRGLLPLDGAALGVEGGALLIVGASGLGKSSLAATLALRG-------WPVLADGVLAVAPTAPQARLLR---GAPRL   211
      Nar2 G-LVPLHASAVDVGGR----IVAFTADSGGGKSTLAAGLAGLG-------LPHVCDDTLVVSVDPDGITALPDAKPLKLW   176
      Cpe2 RNKVAIHGGAILIGEN----AIILTGQSGAGKSTLTNAFRQYK-------YQFMADDVCSTIELQDEIFIEP-AYPQQKI   176
     ruler .......330.......340.......350.......360.......370.......380.......390.......400
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       Mge AKGFMEIRGLGIINIERAYGLQITKEQTEIQLAISL---LSLEEK-----NNASFERLGSDLKLKNLLGVKISYYQIPIS   268
       Mpn AKKFMEIRGLGIINVERFYGLQITKQRTEIQLMVNL---LSLEKQ-----TTVTFERLGTELKKQRLLGVDLSFYEIPIS   268
       Mga NKHFIEVRGIGILNVTKMYGIEKIKSSAHISIVVEL---INIQNN-----QPYNFERTGQKTRYKVIENIKVPHYVLPIS   275
       Mpe FFGFLEVRGLGIINASRVFGIEKVKESTQINVIIEL---VEFDP------KVHTFERLGKDLQYKEILGVKIPYYLIPIT   262
       Uur TKDFIEIRGLGIMNFSRSFGIERMIESTKIEIVIEL---IKPAKH-----EKIKFERFGREIQHKEFLETKIAHYYIPVI   270
       Mpu TKNLIEVRGLGLIDILSVHGLKSVLPECEINFVVEL---KDYEQ------NKSNFDRLGNKVLKYQIGEWKIPKIEIPIR   272
     Fnu_N GHFYLEDIKDGYVDVTDHFGVKATRIEKKINILIVL---EEWNE-------KKFYDRLGLDVEYQDFVGEKIQKYIIPVR   273
    Fnu2_C LPFFMEIRGLGVIDIKTLYGLSAVRLSKRLDMIIEL---QAVDN--------SDYMSAPSTHLYEDVLGKPIKKRILEVS   272
       Tde IGHHMEIRGLGIINIRQLYGIGAIREVKQIQLVAKL---EEWDA------EKV-YDRLGTEELTTEILDVKIPLLEIPVK   276
       Tpa IGHHMEIRGLGIINITQLYGVGSIRERKEIQMVVQL---EEWNS------SKA-YDRLGTQELNTTILDVSVPLIEIPVR   266
      Lint LRHHMEIRGLGILNIKDIFGIGSVRDHKLIELIIHL---EEWTE------GKD-FDRTGLENPTEELLGVQIPLIRVPVR   271
       Gme IQYHIEIRGLGVLNIKNLFGVSSIREKKIIEMVIEL---VEWDP------QQE-YDRLGLDDEVYTILDLELPYIKIPVR   278
       Bce IEHLLEIRGLGIINVMTLFGAGAVRNYKRITLVINL---EIWDQ------KKN-YDRLGLDEEKMKIIDTELTKITLPVR   266
       Bsu IEHLLEIRGLGIINVMTLFGAGAVRSNKRITIVMNL---ELWEQ------GKQ-YDRLGLEEETMKIIDTEITKLTIPVR   266
       Bha IQHLLEIRGLGIINVMTLFGAGAVRPFKRIALCVNL---ELWDQ------KKV-YDRLGLSEDYLRIMNVDIPKLTIPVR   266
      Oih1 IEHLLEIRGLGIINVMTLFGAGSVRSKKRISLVINL---ENWDE------KKQ-YDRLGLDEDMMKVMDVHLPKATVPVR   267
       Lmo IEHLLEIRGLGIINVMTLFGAGAVRSSKKITIVVHL---ENWDP------DKH-YDRVGLDQEKTKIFDMDIPKITVPVR   267
       Sau IEHLLEIRGLGIINVMTLFGAGSILTEKRIRLNINL---ENWNK------QKL-YDRVGLNEETLSILDTEITKKTIPVR   264
       Sep IEHLLEIRGLGIINVMTLFGAGSILTEKQIRLNINL---ENWNK------NKL-YDRVGLNEETLKILDTEITKKTIPVR   264
       Sxy IEHLLEIRGLGIINVMTLFGAGSILTEKRLRLNIHL---ENWHK------EKL-YDRVGLNEETLRILDTEITKKTIPVR   264
       Smu LRHLLEIRGVGIINVMSLYGASAVKDSSQVQLSIFL---ENFEK------DKM-FDRLGNGNEDIELSGVKIPRIRIPVK   266
       Sbo LRHLLEIRGVGIIDVMSLYGASAVKDSSQVQLAIYL---ENYES------GKV-FDRLGNGNEELELSGVKIPRLRIPVQ   266
       Sag LRHLLEIRGVGIIDIMSLYGASAVKDSSQVQLAIYL---ENFET------GKV-FDRLGNGNEEIELSGVKVPRIRIPVK   266
       Spy LRHLLEIRGVGIIDVMSLYGASAVKDSSQVQLAIYL---ENFEA------GKV-FDRLGNGNEEITFSGVRIPRIRIPVK   286
       Ssl LHHLLEIRGVGIIDVMSLYGASAVRNSSQVQLAIYL---ENFED------GKV-FDRLGNGNEEIELQGVKIPRVRIPVK   266
       Spn LKHLIEIRGVGIIDVMSLYGASAVKDSSQVQLAVYL---ENYDT------HKT-FDRLGNNAEELEVSGVAIPRIRIPVK   267
       Lla LRNMIEIRGVGIIDVMSLFGAGAVKDSTDIDMAIYL---EYYDK------EKA-FDRLGNAPTIVEFSDVEVPQTRIPVK   266
       Lga LKHLMEIRGIGIIDVMNLFGAGAVKDSTEIQLIICL---QNWDP------KAN-YDRLGFNEKTREIFEVDVPQVTVPVK   269
       Lde LKHLMEIRGIGIIDVLKLFGIGAIKDETEISLVINL---TNWDS------KAN-YDRLGFQENTRIICGIAVTQVTIPVK   269
       Lbr LSHLLEIRGIGIIDVMNLFGAGAVRSETDIDLIVHL---ELWQD------DNH-FDRLGNNSETQRFFDVVVPKISIPVK   267
       Lpl LNHLLEIRGIGIIDVMNLFGAGAVRQDTDIDLIVHL---ENWTP------DKQ-FDRLGNGEQNRKFFDVEVPEISIPVK   268
       Lca LSHLLEIRGLGIIDVMNLFGAGAVREDTTISLIVHL---ENWTP------DKT-FDRLGSGEQTQLIFDVPVPKITVPVK   268
       Efa LQHLIEIRGIGIIDVMNLFGASAVRGFMQVQLVVYL---EAWEK------DKK-YDRLGSDDAMVEIANVDVPQIRIPVK   268
      Efam LEHLIEIRGIGIIDVMNLFGASAVRGSMQVQLAVYL---EAWAK------DKK-YDRLGSEDTTVEIAEVGIPQIKIPVK   268
       Lme LRNMMEVRGVGIIDVQQVYGAVSVRSHATIALNIHL---SNGKI------GEANFDRLGDDNDSLEILGVKIKRMVVPVT   270
       Ooe LANLMEVRGIGIIDVLKTYGAATIRDHTTIVLNIDL---KRSNE------KVQNFDRLGDDGANFKILGIEIPKMELPVT   271
       Tte IRHFIEIRGIGILDVKTLYGVGSVRNSMSIDLVIQL---EEWDE------DKY-YDRLGLEDEYIKFLDVEVPKLTIPVR   266
       Eac LKYLMEIRGVGILDIKNLYGVGAIRTNKVVEMVAEL---EYWEE------GKY-YDRLGIDEEYMTLLDVPVEKIVIPVK   269
       Cth IRHFIEIRGVGILDVKNLYGVGAVKPTENINLVIQL---EFWDQ------KKD-YERLGLVDDYKEILGINIPCLTIPVR   274
       Cac TSGMLEVRGMGIIDVPALYGLSSVLSEKNINLVIYL---EQWKE------GRD-YDRLGTDDEHIKILNIPVRKMTLPIR   263
      Ctet TSGMLEVRGLGIIDVPSLYGLSSVLDIKTIGVIIHL---EQWKK------DQD-YDRLGIDEINRDILNVPVRKITLPIR   263
      Cpe1 TFGMLEVRGMGIIDVSALYGLSSILNSKQIKIIIHF---EHWKD------DGD-YDRLGVNDEYQDILGVKVKKLRVPIR   263
      Oih2 NKEFLALRSVGLLNVVRAYGSRAFQDETRISLDIKL---SKWEK-------DSLHNELEFETQYRDYMGVSVPSIEIQLQ   266
       Rso LQNLLEVRGLGLLDIKTIFGETAVRRKMKIKLIVQL---VRR--------NDGEFERLPLDSQYMDVLGLPIHMVKIQVA   273
       Rme LQNLLEVRGLGLLDIKTIFGETAVRRKMKLKLVVQL---VRR--------NDGEFERLPLDSQYLDVLGLPIHMVKIQVA   273
       Bfu LQNLLEVRGLGLLDIKTIFGETAVRRKMKLKLIVQL---VRR--------PDGEFQRLPLESQTVDVLGLPISKVTIQVA   273
       Bpe LQNLLEVRGLGLLDIRTIFGETSVRRKMRLKLIVHL---VRAT-------AQDKFERLPLQDITQDMLGLPIRKVMLQVA   266
       Cvi LRDFLEVRGLGILNIRTIFGETAVRPKKVLKLIIHL---VKANDQ-----AMQALDRLNIQSETQDIIGVTVRKVVLPVA   241
       Nme LRDFLEVRGLGILNIRHIFGETSIRPKKILQLIINL---VEADDE-----YMKQLDRLSIRTETESILNVNVRSVTLPVA   271
       Neu LRDFLEVRGLGMLNIRTIFGETAVRRRKNMKLIVHL---EKTVGS-----SINAYERLPLSNLNEIILNVGIRKVIIPVA   272
      Xca1 LQDLLEVRGLGVLNVRDMFGDTAVKKNKYLRLIVHL---TRPMTEP----TPSGYERLTGDSGSRHVLDLDVPLITLPVM   274
      Xax1 LQDLLEVRGLGVLNVRDMFGDTAVKKNKYLRLIVHL---TRPMTEP----TPSGYERLTGDSGSRHVLDLDVPLITLPVM   274
       Xfa LQDLLEVRGLGVLNVRHMFGDTAIKKNKYLRLIVHL---TKPITEP----TPSGYERLTGDSGTRHVLDLDVPLITLPVM   274
       Cbu ANGYILITGIGIIDVPKLFGLDAVVNQHEVHLSISL---VKPEK------MPLLDDPLNPLYRTEIILGINVPKILFPIH   147
      Ctep IDHFMEIRGLGVVDVRQNFGIRAIRDRKEVQVVVEL---LEWSK-------ESEYERLGLDQKMVKLLGVDLPLVQLPIF   282
       Mma IAGWLEVRGLGLVRTP-HLDQAPLDLVIDLVTPSEV---ERLPEPN----ALELLGLAIRHLRLSPFEDSAAAKVRLAMR   134
      Rru1 LRGLIEVRGLGLVEMPAAIDPVPLALVVDLVPGGPI---ERLPDPA----QADIGGASVALVRLDPFEASAPVKLDLALA   266
       Ccr LAGLIEVRGLGVVTAAAVSFAEIALVIRCVDTPGRV---ERLPEPR----FERIAGVDVPVFDLWPPEPAAPAKIRRMMQ   138
      Nar1 IAGKLEVRNVGIVDLP-VSAPVPVSLLVRLDVDAPR---FVG-TPD----VMEICGIALPLVRLWPESPVLHLRAEMALS   134
       Bme LAGGVEIRGAGLFRIP-YRVATPLDLVVLLVNGDEA---ERYPGKE----RWIFEEVS--LPRLLLPALSANGDSNALSR   144
      Mlo1 IAGLAEVPGFMPRRLP-FEPAGVIDLHVRLVPKAEM---ARFQEEI----SEPVAGCP--VPRIDLAERNAATALPAVMA   145
       Sme IRGLIEIRGSGIAEVD-TVSACVLDWAIMPVRAPFD---PRLPPE-----EELQLEIGRNLPLLRLPVEGPLSPVDALAA   143
       Atu IAGLLELRGSGIVSVK-SVPSGVLHFAVTTVLSPEN---PRLPEDD----EALLMPCGGHLRLLRIPLS-SLVPYGKFAA   143
      Rsp1 IAGLIEARGLGILRAPAIHEARVT-------LAVEL---GRSET----------ERLP--HFHEIQVLGRPLDLVLGQEG   125
       Bja LAGLIEIRGLGIRRCDFVEHATVG-------LVVDL---AAADA----------ERLPPAESLKTSILGVEIPRIPVSRD   133
      Mlo2 AADAAAAISLGRAEVRPQVHPAIEKMQHRLHGAFSG---GMVP-----ATRIYVLERG---AKAAITALPGIAALPAIIK   265
      Rsp2 SPAAAAAFDAPDAVHRPTVPEVPEKCRVLLPERFAR---GATP-----LKRIYRLERAPAGTEPAVISVSPIEALPLALR   445
      Rru3 WGDAAARLGIATDGM-TPVRRHLDKFRIPVRSASDA---PLGP------GTIIRLKRVTRAEQVGTRPLLGAE--ALCYD   261
      Rru4 WRDVLDTFGLIVDPA-ARILEGIDKYQAQALADRPP---PPPPQVPLPLGVVYYLDQAESPDDEGFHAIRGAERAAALAG   273
      Rru7 WKDSATHLGLEAAAL-PAVRPGWNKGHAPYGGHLAP---APVP-----LAAIILIEQAYTAKTAGIDKIAPREALAALND   245
      Rru2 WDSSRSALDIGQEGQ-QSVGGKIGKWHMPMLAAFDP---VPRP-----LSAIVHLRADPAARRPVLTRWPRPHAAAVLDA   246
      Xax3 WRDTLESLQLPVTDA-PPVRPGMEKFDLRPSAGFDA---APVR-----LDAVVVLG---DASEPHLQRLSPQHALPLLHG   251
      Xca2 SLGLLDAPTRAWISAAPTIRRRSGVEKFEVDLRDSR---AVLAPAPLPLAAVVLLSDVPATDPAHLLTPMAHEEIAACLA   308
      Xax2 TLGLVDPPTRAWISASPVIRRRSGVEKFEVDLRHRH---AHLAPKPMQLRAVVMVSRSPAIASAPHLVAVPGEQIAAYLA   307
       Mka LAGKMEIRLALAELYCPECGRVYTFSALKMKEGCDCGGDLKLRPIQDKIAVDVAELYGIRALRSRKGIGVVIKMIPGPHH   146
      Rru5 WPDAADLLGLSPGDLQTGRPDHPKRVLAARGAEGTPKPLGAVVRIG----IDNRLEAPVLSRLTGHAAITPIEDLVYRAR   283
       Sav GLGLLDALGLYDVVRDRLQAGEHLHPTQHQDVTDALLAGRREPLWEPGGKRERKVQVFPDQFASWFGMELATGGRAAALL   290
      Rru6 RLWKRSARALGLDLARCPQPRPGVDRFDTAWSGGAPG--PWPIKGLAIVLNRAPSPRCEALSPGRAAACLARALWSRPAY   289
      Nar2 DDALVLTNLEAARPVPSMPGKHYASASVKALLALPLTDLVFIEKG-----ERIEIEPVTGAAKFGLLPEALYRGFVHVAR   251
      Cpe2 CRDAMEKMGYMIDDFELIDEDRGKYVIPTHESFVKEKRKLQAVFEIQPYDGEEVKIEEVSGGEKMKTILRNIYRIEIISP   256
     ruler .......410.......420.......430.......440.......450.......460.......470.......480
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       Mge SGRKTSEIIESA-----VIDFKLK-KSGYNSANEFILKQRAMLEEQTDE-------------------------------   311
       Mpn PGRKTSEIIESA-----VIDFKLK-HSGYNSALDFIENQKAILKRKKDES------------------------------   312
       Mga SGRRSSELIESA-----VIDLKLKRDWQYNSGDDFVERYYKYMTKEE---------------------------------   317
       Mpe PGKKTSDMIEVI-----VAQLKLM-LSGYNSFKEMEEKSMEDDDE-----------------------------------   301
       Uur EGRSISDIIETA-----ITDYKLK-TSGYNSAEEFILQINKKGI------------------------------------   308
       Mpu QGRSVASLIEAS-----ANMFLSK-LNGHDVLAMIQERSLNDE-------------------------------------   309
     Fnu_N KGRNLAVIIETA-----ALTFRLR-RMGHNTPLEFLTKSQEIIEKKKKEREE----------------------------   319
    Fnu2_C SGRNAAAMVEVM-----VMDYMSGLLGQK---------------------------------------------------   296
       Tde PGRNVPIILETA-----AKNERLK-SMGYFSAREFSRNVLRWIETDSARAPYYTDDDTY---------------------   329
       Tpa PGRNIPIILETA-----AMNERLK-RMGYFSAKEFNQSVLKLMEQNAAHAPYYRPDDTY---------------------   319
      Lint PGRNIPIIVETA-----AMNQRLR-KLGKNAAQEFNQKLSQYLQQGKVERNPTQNQ------------------------   321
       Gme PGRNLTSIIEVA-----ARNHLLK-GMGYHSAREFQEKLLARMENRPLGDEVE---------------------------   325
       Bce PGRNLAVIIEVA-----AMNFRLK-RMGVNAAQQFSERLMSAIELGNQE-------------------------------   309
       Bsu PGRNLAVIIEVA-----AMNFRLK-RMGLNAAEQFTNKLADVIEDGEQEE------------------------------   310
       Bha PGRNLAVIIEVA-----AMNFRLK-RLGINAAQQFSDRLNDVIEEGEQEF------------------------------   310
      Oih1 PGRNLAVIIEVA-----AMNFRLK-RMGVNTAEEFSERLSTMIEKGELE-------------------------------   310
       Lmo PGRNLSVIIEVA-----AMNFRLK-NMGYNAAEQFTQDLNNLIGHNSSMND-----------------------------   312
       Sau PGRNVAVIIEVA-----AMNYRLN-IMGINTAEEFSERLNEEIIKNSHKSEE----------------------------   310
       Sep PGRNVAVIIEVA-----AMNYRLN-IMGINTAVEFNERLNEEIVRNSHKSEE----------------------------   310
       Sxy PGRNVAVIIEVA-----AMNYRLN-IMGINTAEEFNDRLNAEILRNGNNGNNGEEK------------------------   314
       Smu TGRNVSVVIEAA-----AMNYRAK-QMGYDATETFEKRLTNLIDQNEASHD-----------------------------   311
       Sbo TGRNMSVVIEAA-----AMNYRAK-QMGFDATKTFEERLTQLITKNEGNQ------------------------------   310
       Sag TGRNVSVVIEAA-----AMNHRAK-QMGFDATQTFEDRLTHLISQNEVNDD-----------------------------   311
       Spy TGRNVSVVIEAA-----AMNHRAK-EMGFDATKTFEDRLTQLITKNEVSQ------------------------------   330
       Ssl TGRNVSVVIEAA-----AMNYRAK-QMGFDATKTFEERLTNLISKNGED-------------------------------   309
       Spn TGRNISVVIEAA-----AMNYRAK-EMGFDATRLFDERLTSLIARNEVQNA-----------------------------   312
       Lla TGRNVSVIVEAA-----VMNFRAK-QMGFDATKTFEDRLTDLISHNKES-------------------------------   309
       Lga VGRNLAIIIEVA-----AMNFRAK-KMGYDASQKFEQNLTELISDNSKKDEGESKK------------------------   319
       Lde VGRNMENIVEVA-----VMNFRAK-AMGFDAAKTFDENLTSLIAENSEEEKRG---------------------------   316
       Lbr TGRNLAIIIEAA-----AMNFRAR-SMGYDATKVFDDNLKRLIKQNANKS------------------------------   311
       Lpl TGRNLAIIIEAA-----AMNFRAE-SMGYDATKVFDDNLNKLIKTNSVHDSHK---------------------------   315
       Lca VGRNLAIIIEVA-----AMNFRAK-SMGYDATKTFEKNLNHLIEHNEETDQNSSGDK-----------------------   319
       Efa TGRNVAIIIEVA-----AMNFRAK-TMGYDATKTFEERLTRLIEENSGE-------------------------------   311
      Efam TGRNVAIIIEVA-----AMNFRAR-TMGFDATKTFEERLSRLIEENSGND------------------------------   312
       Lme PGRNTASVIDAA-----SVKFRTA-NMGIDALKTLEERMTAEMEKNEKIDAGDEKND-----------------------   321
       Ooe SGRNTASVIDAA-----ALKYRTE-RMGFDALSTLEQRQTKLIKENEIHDQANT--------------------------   319
       Tte PGRNLAIIVEVA-----AMNHRQK-QMGYNAAHELNKKLLKQIGN-----------------------------------   305
       Eac PGRNLAMIIEVA-----AKNYRQK-NMGYNAAKIFNEKLLKKLSD-----------------------------------   308
       Cth PGRNLAIIVEVA-----ALNNRQK-KMGYNAARALNERIIGKGRMRPSYE------------------------------   318
       Cac PGRNVAVIIEAA-----AANYRYN-LSSKISPVDTINKRIEESTNYD---------------------------------   304
      Ctet PGRNIAVIIEAA-----AANYRYN-LNSNSSPVDTIGARMKEENLKNK--------------------------------   305
      Cpe1 PGRNIAVIIEAA-----AANYRYQ-RMSDISPVDIIEKRMLESMEKESKI------------------------------   307
      Oih2 PGRDVAGLIEAA-----ANNWYLQ-QQGYSAAEDFMNRIEWQDGDD----------------------------------   306
       Rso AGRNLAVLVEAA-----VRNTILR-LRGIDTLRDFMDRQRAAMQAEAASHSPQGRLL-----------------------   324
       Rme AGRNLAVLVEAA-----VRNTILR-LRGIDTLRDFMDRQRAAMQADVVSRGQGRLL------------------------   323
       Bfu AGRNLAVLVEAA-----VRNTILQ-LRGIDTLRDFMDRQRLAMQDPDSQFPGKLI-------------------------   322
       Bpe AGRNLAVLVEAA-----VRNTILK-LRGIDTLGEFMERQAMAILQSSK--------------------------------   308
       Cvi AGRNLAVLVEAA-----VRNYILQ-LRGIDSTREFIERHTNFLRDQENAPDID---------------------------   288
       Nme VGRNLAVLVEAA-----VRNYILQ-LRGKDSTREFLERHQTQLKENEQHNENRPD-------------------------   320
       Neu AGRNLAVLVEAA-----VRNYILQ-LRGIDSTQEFIRRHESEMAGNTAEHFDDSHNE-----------------------   323
      Xca1 PGRNLAVLTEAA-----TRLHILR-TKGIDPAAMFIARHSNLLERRTP--------------------------------   316
      Xax1 PGRNLAVLTEAA-----TRLHILR-TKGIDPAAMFIARHSNLLERRTP--------------------------------   316
       Xfa PGRNLAVLTEAA-----TRLHILR-TKGIDPATMFIARHSNLLERRPP--------------------------------   316
       Cbu PGRNLPLLIETL-----VRNHRLK-MEGYDSSHHFHEHFRKARDNYDSKKN-----------------------------   192
      Ctep PGKNITAIIEVV-----ALNFLLKHYAGYVPAEALTERIRNVINKERAKAPAPSTSFEEYNDEND---------------   342
       Mma ASTRDIMPL-----------------------------------------------------------------------   143
      Rru1 VARGDSKLAC----------------------------------------------------------------------   276
       Ccr SLGVQS--------------------------------------------------------------------------   144
      Nar1 VHGLTTC-------------------------------------------------------------------------   141
       Bme AIEAFLFFERWP-----SAE------------------------------------------------------------   159
      Mlo1 RLSITPFL------------------------------------------------------------------------   153
       Sme LLPQI---------------------------------------------------------------------------   148
       Atu LAQNLFKTNVK---------------------------------------------------------------------   154
      Rsp1 RHFPSALLLRLR-----SGRVA----------------------------------------------------------   142
       Bja YSPLPLVVAALT-----TTKSSSSVNPSGDCLKGNGNHMNPTIATE----------------------------------   174
      Mlo2 FSYVTRFGRAALSGDFAALHLRQCSAIANHVGVFRLEVPTGLDRIGEAVALVESDLAAGDLAAGRRRR------------   333
      Rsp2 FAYVTRFGAEALNGAAGARHLRQAAAIAASGVLHRVIVPHALDRLPEVVALIERDAGAAA--------------------   505
      Rru3 LIHRFRLGIALG---YQSTMLTALAPLVRSAPIIQLNRRDDLGALPDLADHVIRLARDERRD------------------   320
      Rru4 AVYRRKMGLAMG---LLPQIFTATMTVGALVPGHRLLRHGDLSGLDALARSVA--ARQEGRG------------------   330
      Rru7 QLHGGTFAGALA---ARPACFDLLTTLVGGVPVFQLSRPWHGMTLAPLVELLTAEMAR----------------------   300
      Rru2 MTYRVYLADALH---GRRHVLSAATRLAAHVPVWELVRTADFADLAEMLDMLEGLAGA----------------------   301
      Xax3 YLARPQAAVRMG---LHAATFAHAAAIARQVPVWRLRRPRRFDALDITVDLIEAHVGA----------------------   306
      Xca2 ADQPYAAGQPGW------SHFIAQVQQRGVYRMQRGAHPDAAVDALLQLLHRAASSLPGA--------------------   362
      Xax2 QDQPYAAGQPGW------QRFVEQVQRIGMFTLHRGTHPQASVDALLQLLQ-----------------------------   352
       Mka PHHDPSMRPDEPVSSTPSEEEKVVKWVKERDGRVFHLDVVPGRDTATLIETVALQESLRRRR------------------   208
      Rru5 LGRRLDRRVGLFQDLVRLAALVPLYQMSRPDGPVDPSLLADLIASTVVAKGRDAADD-----------------------   340
       Sav FPRIDPAAVPALVDGERTLGEDDFMSGATEDRYPDHFGLAHGIDGGGSDLARATVAEHLAALPHHQVVLGHDVGANADFL   370
      Rru6 DGDRAGAAALMADLAGLASLTPCWLLTPGETLDTLAATADVLNSRSRAAPLQTRTPAE----------------------   347
      Nar2 GDRAVHEQFILR----FCSKVRFWRLRRPFDPLRFGADLQSIKAMLLDDMKCK---------------------------   300
      Cpe2 HGIPPAYFKKVINIAKNTLVFRIKRPRGQFSVDRQIELIEKELMLKCNV-------------------------------   305
     ruler .......490.......500.......510.......520.......530.......540.......550.......560
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       Mge -------   311
       Mpn -------   312
       Mga -------   317
       Mpe -------   301
       Uur -------   308
       Mpu -------   309
     Fnu_N -------   319
    Fnu2_C -------   296
       Tde -------   329
       Tpa -------   319
      Lint -------   321
       Gme -------   325
       Bce -------   309
       Bsu -------   310
       Bha -------   310
      Oih1 -------   310
       Lmo -------   312
       Sau -------   310
       Sep -------   310
       Sxy -------   314
       Smu -------   311
       Sbo -------   310
       Sag -------   311
       Spy -------   330
       Ssl -------   309
       Spn -------   312
       Lla -------   309
       Lga -------   319
       Lde -------   316
       Lbr -------   311
       Lpl -------   315
       Lca -------   319
       Efa -------   311
      Efam -------   312
       Lme -------   321
       Ooe -------   319
       Tte -------   305
       Eac -------   308
       Cth -------   318
       Cac -------   304
      Ctet -------   305
      Cpe1 -------   307
      Oih2 -------   306
       Rso -------   324
       Rme -------   323
       Bfu -------   322
       Bpe -------   308
       Cvi -------   288
       Nme -------   320
       Neu -------   323
      Xca1 -------   316
      Xax1 -------   316
       Xfa -------   316
       Cbu -------   192
      Ctep -------   342
       Mma -------   143
      Rru1 -------   276
       Ccr -------   144
      Nar1 -------   141
       Bme -------   159
      Mlo1 -------   153
       Sme -------   148
       Atu -------   154
      Rsp1 -------   142
       Bja -------   174
      Mlo2 -------   333
      Rsp2 -------   505
      Rru3 -------   320
      Rru4 -------   330
      Rru7 -------   300
      Rru2 -------   301
      Xax3 -------   306
      Xca2 -------   362
      Xax2 -------   352
       Mka -------   208
      Rru5 -------   340
       Sav AKLSDSP   377
      Rru6 -------   347
      Nar2 -------   300
      Cpe2 -------   305
     ruler .......


