
CLUSTAL X (1.83) MULTIPLE SEQUENCE ALIGNMENT
File: C:Documents and Settingscatarina l. santos.CATARINAMy Documents�iologiaPhDclustalver Date: Wed Oct 31 16:09:52 2007�
Page 1 of 4
                                                                                                             
                   AGR_C_620 ----------------------------------------MIDLSKTLEELCAERGMRMTDQRRVIARVLQES-AD-HPD    38
                 RHE_CH00378 ----------------------------------------MPDVAKTLEELCVERGMRMTEQRRVIARILEDS-AD-HPD    38
                     CC_0057 --------------------------------------------MDRLEKACIEKGMRMTDQRRVIARVLSSA-ED-HPD    34
                   Adeh_1564 -------------------------MKGSSRPREGGGSAQVSGPTATLAAYIQERGLKQSRQRERIAQSFFAM-GG-HVT    53
                   Pcar_1952 ----------------------------------------MPDKIEIFRKYISQQGLKLTRQREIILDEFLRS-AA-HLS    38
                     aq_1418 ---------------------------------MILMRVNVEELKKEFTKFLKKKNMKVTKSRLNLIDLIADY-NK-HFE    45
                Acid345_3367 ---------------------------------------MMREAEDVFHKHLRKVGLKHTEQRDVILRTFVET-RD-HLS    39
                   Bcen_0166 ---------------------------------------------MTNPTDLKNIGLKATLPRLKILEIFQQS-PVRHLT    34
                  Reut_A2837 ---------------------------------------------MPSPAELKNIGLKATVPRLKILEIFQTS-EQRHLS    34
                   Aave_4555 ---------------------------------------------MTNIDELKSTGLKATLPRLKILEIFQKG-AQRHMT    34
                  Reut_B5530 -----------------------------------------MPTVMSDPAHLKRAGLKATSPRMRILEVFRTS-DRRHLS    38
                    A1S_0895 ---------------------------------------------------MRKAGLKVTLPRIKILELLENS-KQHHLS    28
                       b0683 --------------------------------------------MTDNNTALKKAGLKVTLPRLKILEVLQEP-DNHHVS    35
                      PA4764 --------------------------------------------MVEN-SELRKAGLKVTLPRVKILQMLDSA-EQRHMS    34
                      LA3094 ------------------------MNREKQEAILNKTQPAVRMEMQTFSEYLQKEGLKITNQRMLVAERIFSL-HN-HFT    54
                      HP1027 ---------------------------------MKR-LETLESILERLRMSIKKNGLKNSKQREEVVSVLYRS-GT-HLS    44
                      WS2043 ---------------------------------MKQKKENLDAIYDRLRLSIRKNGLKNSKQREFILKVLYEN-GG-HLS    45
                     CJE0449 ---------------------------------MLIENVEYDVLLERFKKILRQGGLKYTKQREVLLKTLYHS-DT-HYT    45
                      RB8465 ----------MACKHFFSLSQRSVLSDVSSVPESLERLEVALTPQERFEEYLQSKGQRQTKPRKFLVEKIFSQ-HA-HFD    68
                   Adeh_3806 ------------------MDGR------------------TREALERFERFLHQRDLRLTEARAAIVEAALAR-QG-HYP    42
             AAur_2630ACTINO ---------------------MGFASIPREVSLSMPQGTSSATTGNEAPATSGVKEQRVTKQRLAVSAALDEL-DD-FVS    57
             Arth_2638ACTINO ----------------------------------MAHGAKAEGTKLSAPASAGGREQRVTKQRLAVSAALDEL-DD-FVS    44
             FRAAL0074ACTINO --------------------------------------------------------MRATRQGDAVCAALTET-DA-FTS    22
         Francci3_0061ACTINO -----------------------------------------MERRPAP---SRGTAVRATRQGDAVSAALAET-DA-FTS    34
    Franean1DRAFT_4289ACTINO --MDVVASVEGERVSSPRGMSAASDRAAGGAGAGSGDRPNGAVSRPGR---GRGTSVRATRQGDAVSSALAAT-NA-FTS    73
              MAV_2036ACTINO -----------------------------------------MTPSGDG----AGVSVRSTRQRAAISTLLETV-DD-FRS    33
               MAP2139ACTINO -----------------------------------------MTPSGDG----AGVSVRSTRQRAAISTLLETL-DD-FRS    33
                Mb2380ACTINO -----------------------------------------MSAAG----------VRSTRQRAAISTLLETL-DD-FRS    27
              BCG_2373ACTINO -----------------------------------------MSAAG----------VRSTRQRAAISTLLETL-DD-FRS    27
                MT2428ACTINO -----------------------------------------MSAAG----------VRSTRQRAAISTLLETL-DD-FRS    27
                Rv2359ACTINO -----------------------------------------MSAAG----------VRSTRQRAAISTLLETL-DD-FRS    27
              MUL_3612ACTINO -----------------------------------------MTGTS----------VRSTRQRAAISTLLETV-DD-FRS    27
                ML0824ACTINO ----------------------------------------MMTGAS----------VRSTRQRAAISTLLETV-DD-FRS    28
            MSMEG_4487ACTINO -----------------------------------------MTGA-----------VRSTRQRAAIADLLNET-EG-FRS    26
             Mvan_3820ACTINO -----------------------------------------MTGA-----------VRSTRQRAAISALLENI-ED-FRS    26
             Mjls_3458ACTINO -----------------------------------------MSPAP----------VRATRQRAAIADLLDGL-DE-FRS    27
             Mkms_3510ACTINO -----------------------------------------MSPAP----------VRATRQRAAIADLLDGL-DE-FRS    27
             Mmcs_3447ACTINO -----------------------------------------MSPAP----------VRATRQRAAIADLLDGL-DE-FRS    27
              nfa14570ACTINO -----------------------------------------MQDKTSAPQKP--VGIRSTRQRSAIAALLGDI-DE-FRS    35
          RHA1_ro01222ACTINO -----------------------------------------MTQNTGQ-RKPVVVGVRATKQRSAISALLDDI-EE-FRS    36
               SAV5631ACTINO -----------------------------------------MTTAG------SPVRGRSTRQRAAVAAALDEV-DE-FRS    31
               SCO2508ACTINO -----------------------------------------MTTAG------PPVKGRATRQRAAVSAALQEV-EE-FRS    31
             Noca_1934ACTINO -----------------------------------------MTSTEHA----ETPRLRPTRQRRAVTEALDSF-SD-FRS    33
              Tfu_0856ACTINO ---------------------------------------------------------MSSR-REAVRQALHKS-NG-FRS    20
             Acel_2085ACTINO -----------------------------------------MSGSSEG------RQSRSTRQKRALAQVMAES-RQ-FRS    31
              Lxx25010ACTINO ------------------------------------------------------MVKRNTWQREAVREALSST-EG-FIS    24
              BAD_0517ACTINO -----------------------------------------MSEHI----------VRQTRQKDAIRDALNGC-DE-FIS    27
                BL1128ACTINO -------------------------------------MTLPMVEHI----------ERQTKQKDAIRAALADC-EE-FIS    31
                CE2180ACTINO ------------MLKKPSRPLRSRIRGNNHCFPDSQEGGMGLNRHGEK--STPKLGVRSTRQRKAVVDILEEI-DN-FAS    64
              NCgl2200ACTINO ---------------------------------------MGINRISQG--SAPKLGVRSTRQRKAVIDVLEEI-DN-FAS    37
               DIP1710ACTINO -----------------------------------------MNRTIDR--SVPKLGVRSTRQRTAVVGVLKDL-DY-FAS    35
                jk0612ACTINO -----------------------------------------MSNPATN--KLPKIGQRNTRQRRAVAELLEGL-TT-FSS    35
               PPA0948ACTINO -----------------------------------------MENRR-----------RTTKQRLAIRALFDDE-PF-FLT    26
                     DET1505 -------------------------------------------MTSSLPGNIQ-IGTRASRQRQAVLEVLSRA-KG-HMP    34
                  cbdb_A1478 -------------------------------------------MASSLPGNIQ-IGTRASRQRQAVLEVLSRA-KG-HMP    34
                   Acid_1857 ------------------------------------------MALDSIEGSLKERGVRLTRQRQILLELIDTT-GE-HLD    36
                     DET1147 ---------------------------------------------MSCINILKNAGYKLTLQRKLVVDVIHS--YPSHLT    33
                  cbdb_A1081 ---------------------------------------------MSCLNTIKQSGYKLTLQRKLVVDVIHS--VSAHLT    33
gi|15642897|ref|NP_227938.1| --------------------------------------------------------MRMTKNREAVFEIIES--SRVPLT    22
                     DET0020 -----------------------------------------MHKQNSIAGELANDGFRLTPQRVLILEALDM--AEGHMS    37
                    cbdb_A24 -----------------------------------------MHKQNSIAGELASDGFRLTPQRVLILEALDM--AEGHIS    37
               SAV4029ACTINO ----------------------------------------MVS--TDWKNDLRQRGYRLTPQRQLVLEAVD---KLEHAT    35
               SCO4180ACTINO ----------------------------------------MVS--TDWKSDLRQRGYRLTPQRQLVLEAVD---TLEHAT    35
    Franean1DRAFT_3571ACTINO ----------------------------------------MAAKVDDWHTRLRARGYRLTPQRQLVLEAVA---RLGHAT    37
             Acel_0061ACTINO --------------------------------MPKGSSDRPSTRSAQWQGRLRSKGYRLTPQRRLVLEAVA---ALRHAT    45
             Noca_4251ACTINO -----------------------------------------MT--EELAARLREQGYRLTPQRQLVLQAVE---KLGHAT    34
             FRAAL2798ACTINO ----------------MEDRRPVGAAAATAAAGHDALPGRRDDLAAAGIAELRALGERVTPARRAVLRVLAG--TSEHLS    62
         Francci3_2661ACTINO ----------------MKDTWIVKDSQTDRD-------GRRGDPSAAGIAALRARGERVTPARRAVLQVLAG--TSEHLS    55
                     DET0630 --------------------------------------------MPTIQSRIRQNKYKITPQRQAVLKVLSA--ATQPLS    34
                   cbdb_A617 --------------------------------------------MTTIQSRIRQNKYKITPQRQAVLKVLSA--AIQPLS    34
             Rxyl_1140ACTINO -------------------MTPDPPPGSLSRVVEKFFQLGGDLELEAVLGRMRGRGYKVTPQRLAVLEALAA--ERH---    56
                    Ava_1165 ---------------------------------------MTVYTNTSLKAELNERGWRLTPQRETILHIFQELPQGEHLS    41
                   Tery_1958 ---------------------------------------MALYTPSSFKAELNEKGWRMTPQRETILHIFQNLPKGNHLS    41
                   syc0557_d ----------------------------------------MTYTAASLKAELNERGWRLTPQREEILRVFQNLPAGEHLS    40
                   Tery_3404 ---------------------------------------MAFYNHDSLKSELNQRGWRLTAQRETILQVLQRLPQGKHLS    41
                   syc1925_c -------------------------------MPTVTVSSLSAVRVAALRSALEQAGYRLTPQRYWIAEIFEGLAQGEHLS    49
                    GBAA4313 ------------------------------------MEER----IERIKKQLHAASYKLTPQREATVRVLLEN-EEDHLS    39
                    SAB1359c ------------------------------------MEER----LNRVKQQLQQSSYKLTPQREATVRVLIEN-EKDHLS    39
                     CAC1682 ------------------------------------MAKLSPLEIEKLKNNLKDKGYKLTPQRRAVLDIIIDN-EGQHLT    43
             Rxyl_1228ACTINO --------------------------------------------MMEFEQILRSRGYRLTNQRRVIVRELEG---ERHLS    33
                      TM1776 -------------------------------------------MYEELRNELKKRKYRITAQREMILKIFLES-RGRHLG    36
                     CAC0951 ---------------------------------------------MDLKTYLKSHNIKITKCRLKILKILNN--ANDALT    33
                   Dgeo_0519 -----------------------------------------------------MTASRSTRQRDVITRVLDGA--EGPLA    25
                     DR_0865 -----------------------------------------------------MTARRSTRQRDVIARVLQDA--PGPLG    25
                     TTC0925 -------------------------------------------------------MERSTRQRRAIRRVLLET--RRPLS    23
             Rxyl_1144ACTINO -----------------------------------------------------MSFRRRTRQREAILAALRDA--PGPLS    25
                      pc1801 -------------------------------------------MCLLTLLKYRLAMKRMTRQRCAILNCFKQV--KRPLS    35
                       LB183 -------------------------------------------------MESKKTVLRNTKQKGEILKVLEMA--KGPLS    29
                     RB13099 ---------------------------MSKSSES----------IEAIKQAIRDAGLRATPARIATLVMLREA--KAPLT    41
                  Reut_A0164 ---------------------------MTRLTPSQPVTAPAPAVLEAAQERLRRLGARVTQPRLCILACLIGS--NEPLT    51
                     CC_0357 ------------------MSMANAPSCGHDHHNHGVAGAALAAELDAAEARCAAADQRLTAPRRRVLELLLEA--GQPVK    60
                      PA5499 -----------------MYKIAPKTPLACQPHDH---SQCVSTALAEADALCARQGVRLTELRRRVLELVWQS--HKPLG    58
                    GBAA4503 ------------------------------------------MNLTEALRLMKDKGYKHTGKREEMLRLFAAH--NRYLT    36
                    SAB1426c ------------------------------------------MNTNDAIKILKENGLKYTDKRKDMLDIFVEE--DKYIN    36
                   Dgeo_2727 --------------------------------------MS-TAELQHHLERRQ---LRVTQPRLRLLEFFARS--SGHFT    36
                     TTC1730 --------------------------------------MPRTKEKESYRARLKAVGLRHTLPRERILSFLDRK--NVHPT    40
                Acid345_4099 ----------------------------------------MPKEKLDFDGLCRERHLAATHQRRIIFQAVTA--APGHYS    38
                   SYN_02397 -------------------------------------MDPLEEKIAAFETACRKAGLKVTRQRREIYRELLL--STDHPS    41
               SAV3053ACTINO ------------------------------------------MS-DLLER-LRGRGWRMTAQRRVVAEVLDG--DHVHLT    34
               SCO5206ACTINO ------------------------------------------MS-DLLER-LRGRGWRMTAQRRVVAEVLDG--EHVHLT    34
                   Acid_1111 ------------------------------------------MDPDLIKRSLAGGGLRRTPQRYAVMAFLME--QTGHPT    36
             Acel_2095ACTINO --------------------------------------------MRSPVDRLRAAGMRVTPARLAVLQELP---VGVHRS    33
             Noca_0839ACTINO --------------------------------------------MAPAEEDLRAAGLRVTRPRVAVLAEVS---EHPHAD    33
             Mkms_4974ACTINO --------------------------------------------------------------------------------
             Mmcs_4885ACTINO --------------------------------------------------------------------------------
             Mjls_5253ACTINO ---------------------------------------MTPARETTPEARLRASGLRVTAPRLAVLSALE---QAPHST    38
            MSMEG_6253ACTINO ---------------------------------------MTTVHDHDPKALLRASGLRVTAPRVAVLEVLA---EQPHST    38
               nfa3250ACTINO ----------------------------------------MHTETAEPRDRLRAAGLRVTAPRLAVLKAVS---AHPHAD    37
          RHA1_ro04308ACTINO ----------------------------------------MRHDT-DPKAQLREVGLRVTAPRVAVLNAVA---VRPHSD    36
              Tfu_0145ACTINO ---------------------------------------------MDDAASLRAAGLRVTAARLAILDAVR---QGNHLD    32
             FRAAL3168ACTINO -------------------------------------------MATDRATTLRGAGLRVTGPRLAVLDVLA---EHPHAT    34
    Franean1DRAFT_1681ACTINO --------------------MVAWLLSGFLDWFQKMGDHVVVATAEDFRRMLRGAALRVTRPRVAVLTAVY---AHPHAD    57
             Noca_0874ACTINO -------------------------------------MATTTDRTRDFPELLRGAALRVTRPRLAVLGAVH---ALPHAD    40
            MSMEG_6383ACTINO -----------------------------------------MTHTTDFEQLLRSAGMRVTRPRIAVLRSVY---AHPHAD    36
             Mvan_3209ACTINO --------------------------------------MEPMTEEPDYSAVLRSAALRVTRPRMAVLHAVG---RHPHAD    39
              MAV_2752ACTINO -----------------------------------------------------MADLRVTRPRVAVLEVVD---ANPHAD    24
              MAP1669cACTINO -----------------------------------------MSSTADYADRLRMADLRVTRPRVAVLEVVD---ANPHAD    36
              MUL_2189ACTINO -----------------------------------------------------MADLRVTRPRLAVLEAVG---DHPHAD    24
             Mjls_2712ACTINO --------------------------------------MAVVSSSSEYVDQLRGADLRVTRPRVAVLEAVH---AHPHAD    39
             Mmcs_2681ACTINO MITPLGLKSRICLARRPIGVSAQNARDELLTYSKKAGDMAVVSSSSEYVDQLRGADLRVTRPRVAVLEAVH---AHPHAD    77
             Mkms_2726ACTINO --------------------------------------MAVVSSSSEYVDQLRGADLRVTRPRVAVLEAVH---AHPHAD    39
            MSMEG_3460ACTINO -----------------------------------------MPSRAEFEAQLRMTDLRVTRPRIAVMEAVH---ANPHAD    36
               Mb1944cACTINO --------------------------------------MSSVSSIPDYAEQLRTADLRVTRPRVAVLEAVN---AHPHAD    39
                MT1960ACTINO --------------------------------------MSSVSSIPDYAEQLRTADLRVTRPRVAVLEAVN---AHPHAD    39
               Rv1909cACTINO --------------------------------------MSSVSSIPDYAEQLRTADLRVTRPRVAVLEAVN---AHPHAD    39
             BCG_1948cACTINO --------------------------------------MSSVSSIPDYAEQLRTADLRVTRPRVAVLEAVN---AHPHAD    39
          RHA1_ro05274ACTINO --------------------------------------------MPDYAALLRGAELRVTRPRVAVLEAVH---ARPHAD    33
             Mvan_2983ACTINO -------------------------------------------MTSDYAELLRGADLRVTRPRIAVLEAVE---AHPHAD    34
              nfa29490ACTINO -----------------------------------------MSKVPDFEQLLRGASLRVTAQRLAVLSVVH---EHPHSD    36
               SCO0561ACTINO ------------------------------------MTASRNSRKPATADELRRAGLRVTAARVALLETVR---AGDHLD    41
             AAur_3058ACTINO -------------------------------------MTDHTTEQAEWAAALHAHGRRVTKQRLAVLAAVQ---HHPHSP    40
             Arth_3077ACTINO -------------------------------------MTVHEAGQDAWAAALRAHGRRVTKQRLAVLTAVE---RHPHSP    40
              Lxx02790ACTINO ------------------------------------------MDTAQLEDTLRSAGLRVTRGRLAVLSALS---DRPHSD    35
                   syc2438_d -------------------------------------MSASSTPSVSIRDRLQQAGLRVTPQRFAVYANLLG--RHDHPT    41
                   Dgeo_2141 -----------------------------------------------------MTMVRQTRQRQAVIEVLRA--SREHPD    25
                     TTC1639 -----------------------------------------------------MALKRLTRQRKAILEVVRQ--ARHHPD    25
             FRAAL5117ACTINO ---------------------------------------------------------------MAVLEVLRA--ADDHPT    15
         Francci3_3112ACTINO --------------------------------------------------MNDQTDLRLTPQRMAVLAVLAA--ARDHPT    28
    Franean1DRAFT_4643ACTINO --------------------------------------------------MPERTELRLTPQRTRVLEVLKA--AEDHPT    28
                     CJE0367 ---------------------------------------------MELLQMLKKHELKATPQRLCVLKILKR--HE-HPN    32
                      WS0545 ---------------------------------------------MNFEELLKENHLKVTPQRMAILQEIHK--AG-HIN    32
                     aq_1207 -------------------------------------MLKADERLEFFVKRCKETGLKITPQRMAVYEVLLK--SDNHPT    41
                      BF3019 --------------------------------------MES-------YNRLLEHNIKPSMQRIAIMNYLME--HKTHPS    33
                      FN2045 --------------------------------------MELQLHTGDIGNYLKEHNIKPSYQRMKIFQYLLD--NHNHPT    40
                   SYN_02524 -------------------------------MYFLEKLLNNNCYNLIRMKKYKEFGFKLTPQRLAILEYLKD--NRDHPS    47
                     CAC2634 --------------------------------------------MNDISTIFKEKKLKLTPQRIAVYKYLKS--THEHPS    34
                    GBAA0537 -------------------------------------MTVVKEELKEALEMLKNTGVRITPQRHAILEYLVE--SMTHPT    41
                    SAB1794c ---------------------------------MSVEIESIEHELEESIASLRQAGVRITPQRQAILRYLIS--SHTHPT    45
                   Pcar_2798 --------------------------------------MFEEKKLQELKDMCRSRGVSLTPQRLAVMRVLTA--RRDHPT    40
                     Atu0153 ---------------------------------------MAFDATLDIGTRLRRSGLRPTRQRVALGDLLFAK-GDRHLT    40
                   AGR_C_249 ----------------------------------MERDCMAFDATLDIGTRLRRSGLRPTRQRVALGDLLFAK-GDRHLT    45
                 RHE_CH00106 ---------------------------------------MTGAPPIAIEVRLRGAGLRPTRQRVALGDLLFAK-GDRHLT    40
                      TM1515 ------------------------------------------MTTEEIIERLKSKKVKLTTQRMEIIKFVSEM-KEGHFE    37
                      CT1455 --------------------------------MKQTGSDTIAKVEALFKSYMKEEGLRCTQERLSVLREMYGS--STHLD    46
                      BF3244 ----------------------------------METQNVKDTVRQIFTEYLNANGHRKTPERYAILDTIYS--IDGHFD    44
                   SYN_00953 --------------------------------------MGDSTQHCDALQTLSRAGLHKTAQRLSVLDLLIHH--HSPVN    40
                      LA2887 --------------------------------MESLFAKKVCLTPVEIERRLKSVSIQPTIQRISICQYVLC--EADHPT    46
                      PG0465 -----------------------------------MIVTSLEDLRSRLRAYVSENGLRHTPERYSILEVAYN--LKKIFT    43
                    Ava_0536 -------------------------------MQQQAISTKPIRSLEDALERCQLLGMRVSRQRRFILELLWQA--NEHLS    47
                      LA1857 ----------------------------------------MKDSYERSKKILEDAGINVTVQRLQMANLLLSK--PQHLT    38
                       ruler 1.......10........20........30........40........50........60........70........80
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                   AGR_C_620 VEELYRRSS-AVD-PRISISTVYRTVKLFEDAGIIERHDFRDGR--SRYETVPE------EHHDHLIDLKNSVVIEFH-S   107
                 RHE_CH00378 VEELYRRSV-KVD-AKISISTVYRTVKLFEDAGIIARHDFRDGR--SRYETVPE------EHHDHLIDLKTGTVIEFR-S   107
                     CC_0057 VEELHRRAH-AID-PHISIATVYRTVRLFEESGIIERHDFRDGR--SRYEQSPD------HHHDHLIDMKTGKVVEFV-D   103
                   Adeh_1564 VEQLVARVR-RDD-PRVSVATVYRTMKLLAECGLAVARQFGDGQ--TRYEASAG-----RDHHDHLICTACGEIIEFA-N   123
                   Pcar_1952 TEDLYLKVR-KKH-PRIGYATVYRTLKLLAECGLAKERDFGAGQ--ALYEVTNQ-----GQHHDHLICTECGEIIEFE-D   108
                     aq_1418 IEELVNWIANHKD-KKVSRSTVYRTVKLLEEFGAVKEVIKKDNK--TIYEFVIG-----RSHHDHLVCTECGRIIEFV-D   116
                Acid345_3367 TDELFRLVK-KKD-AGIGFTTVYRTLKLLTECGLASEVAFHDGV--ARYEHQFY-----RRSHHHMVCTNCGSSVEFF-S   109
                   Bcen_0166 AEDVYRNLLNEQ--LDIGLATVYRVLTQFEQAGLLSRSNFESGK--AVFELNEG-----S-HHDHLVCLDCGRVEEFF-D   103
                  Reut_A2837 AEDVYRILLNEH--MDIGLATVYRVLTQFEQAGLLSRNNFESGK--AIFELNEG-----K-HHDHLVCLDCGRVEEFF-D   103
                   Aave_4555 AEDVFRVLLDER--SDIGLATVYRVLTQFEQAGILIRSNFESGK--AVYELNEG-----Q-HHDHFICMVCGKVEEFF-D   103
                  Reut_B5530 AEDVYRILLTQD--DDAGLSTVYRVLNQLVQAEILLRHSFESDH--AVFELNEG-----G-HHDHLICVNCGRVEEFR-D   107
                    A1S_0895 AEDIYKTLLEQG--EDVGLATVYRVLTQFEAAGIIQRHHFENNH--SVFEIMQE-----D-HHDHLVCQNCNKVIEFT-N    97
                       b0683 AEDLYKRLIDMG--EEIGLATVYRVLNQFDDAGIVTRHNFEGGK--SVFELTQQ-----H-HHDHLICLDCGKVIEFS-D   104
                      PA4764 AEDVYKALMEAG--EDVGLATVYRVLTQFEAAGLVVRHNFDGGH--AVFELADS-----G-HHDHMVCVDTGEVIEFM-D   103
                      LA3094 AEGLLEEFKDQR--DQISKATIYRILSIMVSAGLLQEHNFGKDY--KYYEHIIG-----HKHHDHIICTVCGKIVEFL-D   124
                      HP1027 PEEITHSIRQKD--KNTSISSVYRILNFLEKENFICVLETSKSG--RRYEIAAK-----E-HHDHIICLHCGKIIEFA-D   113
                      WS2043 PEDILMLAKDSY--RGASISSIYRILGFLEKEGFVHSIEIDKSG--KKYEIAGG-----T-HHDHIICVDCGKIIEFY-S   114
                     CJE0449 PESLYMEIKQAEPDLNVGIATVYRTLNLLEEAEMVTSISFGSAG--KKYELANK-----P-HHDHMICKNCGKIIEFE-N   116
                      RB8465 ADELIEKLPRKGEPNYVSSATVYRSLREFVDAGLLN-CFQLDGR--TVYELDYG-----YPPHDHLYCTRCRKLIEFR-S   139
                   Adeh_3806 IDELIADLKQRGIR--GSKATVYRTLPLLAEAGILEPAIVAGDA--RSYETTFG-----RHHHDHLVCSRCGKVVEFE-F   112
             AAur_2630ACTINO TQELYRLLQNKGI--SVSLATAYRILQSLADDGLIDVLRNGDGE--AVYRRCAV-----TGHHHHLLCRNCGKAEEVE-A   127
             Arth_2638ACTINO TQELYRMLQNQGT--SVSLATAYRILQSLADDGLVDVLRNGEGE--AVYRRCAV-----TGHHHHLLCRNCGKAVEVE-A   114
             FRAAL0074ACTINO AQELHALLRSRGA--GVGLTTVYRHLQVLVDRGEVDMIRRDDGE--TVYRRCAT-----EAHHHHLVCRLCGRTVEIA-G    92
         Francci3_0061ACTINO AQDLHARLRAQGA--AVGLTTVYRHLQVLADRGEVDMIRRDDGE--TVYRRCAS-----DDHHHHLVCRSCGRTVEIA-G   104
    Franean1DRAFT_4289ACTINO AQDLHARLRQEGQ--SVGLTTVYRHLQVLADRGEVDVLRRDDGE--TVYRRCTT-----DGHHHHLVCRHCGHTVEIA-G   143
              MAV_2036ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMAAAGLIDTLRTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D   102
               MAP2139ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMAAAGLIDTLRTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D   102
                Mb2380ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMASSGLVDTLRTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D    96
              BCG_2373ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMASSGLVDTLRTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D    96
                MT2428ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMASSGLVDTLHTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D    96
                Rv2359ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMASSGLVDTLHTDTGE--SVYRRCS------EHHHHHLVCRSCGSTIEVG-D    96
              MUL_3612ACTINO AQELHDELRRRGE--NIGLTTVYRTLQSMASAGTVDTLRTDTGE--SVYRRCS------QHHHHHLVCRSCGSTIEVA-D    96
                ML0824ACTINO AQELHNELRRRGN--NISLTTVYRTLQSMAEAGMVDTLRTNTGE--SVYRRCS------RQHHHHLVCRGCGSTIEVG-D    97
            MSMEG_4487ACTINO AQELHDELRRRGE--GIGLTTVYRTLQAMATAGVVDTLRTDTGE--SVYRRCS------EHHHHHLVCRSCGSTVEVS-G    95
             Mvan_3820ACTINO AQELHDELRRRGE--GIGLTTVYRTLQQMAAAGVVDTLRTDTGE--SVYRRCS------EHHHHHLVCRACGCTVEIQ-G    95
             Mjls_3458ACTINO AQELHDALKRRGE--GIGLTTVYRTLQSMAESGLVDVLRTDTGE--SVYRRCS------ADHHHHLVCRACGAAVEIQ-G    96
             Mkms_3510ACTINO AQELHDALKRRGE--GIGLTTVYRTLQSMAESGLVDVLRTDTGE--SVYRRCS------ADHHHHLVCRACGAAVEIQ-G    96
             Mmcs_3447ACTINO AQELHDALKRRGE--GIGLTTVYRTLQSMAESGLVDVLRTDTGE--SVYRRCS------ADHHHHLVCRACGAAVEIQ-G    96
              nfa14570ACTINO AQELHDELRKRGE--GIGLTTVYRTLQSLADAGMVDVLRTDSGE--SVYRQCS------SGHHHHLVCRHCGRTVEVA-G   104
          RHA1_ro01222ACTINO AQELHDELRKRGE--GIGLTTVYRTLQTLADAGTVDVLRTDTGE--SVYRRCS------SGHHHHLVCRTCGYTVEVE-G   105
               SAV5631ACTINO AQELHDMLKHKGD--SVGLTTVYRTLQNLADAGEVDVLRTSDGE--SVYRRCSS-----GEHHHHLVCRVCGKAVEVE-G   101
               SCO2508ACTINO AQELHDMLKHKGD--AVGLTTVYRTLQSLADAGEVDVLRTAEGE--SVYRRCST-----GDHHHHLVCRACGKAVEVE-G   101
             Noca_1934ACTINO AQEIHELLGRRGE--TVGLATVYRTLQRLAEAGDVDVLRTEDGE--AIYRRCS------EAHHHHLVCRSCGATVEVE-G   102
              Tfu_0856ACTINO AQDLYASLRADGA--KIGLTTVYRALQALTDAGEVDVLMTDEGE--AVYRACST-----PTHHHHLVCRDCGKAVEIE-G    90
             Acel_2085ACTINO AQELHEALIDRGE--SVGLTTVYNQLRAMAEAGLVDTLRAPDGE--TLYRQCET-----NAHHHHLRCRYCGRTVEVK-G   101
              Lxx25010ACTINO AQGLHLRLHEAGS--PIGLATVYRALADLAAEGDADSLQSPEGE--SLYRACT------SGHHHHLICRNCGLTVEIE-A    93
              BAD_0517ACTINO AQELHRKLEDRGE--HIGLATVYRQLNALAEAGRADTVRLD-GQ--QLFRLCGD-----DGHHHHLVCTNCGKTVEIE-S    96
                BL1128ACTINO AQDLHRRLEDEGS--KIGLATVYRQLNALADAGAADTIRLD-GQ--QLFRLCGD-----DGHHHHLVCRRCGKTVEID-P   100
                CE2180ACTINO AKAIHAELNAREH--SVGLTTVYRTLQSLAEIGAVDVLTVTGGE--TLYRQCHD-----EGHHHHLVCTQCGRTEEID-G   134
              NCgl2200ACTINO AKEIHHELSTREH--NVGLTTVYRTLQSLADIGAVDVLTVTGGE--TLYRQCHD-----EGHHHHLVCTNCGRTVEID-G   107
               DIP1710ACTINO AKVIHQELTKRDL--KVGLTTVYRTLQSLSEIEAVDVLHMSNGE--TLYRHCLS-----DEHHHHLVCTECGRTVEID-G   105
                jk0612ACTINO AQDIHQKLVAQDH--KVGLTTVYRTLQQMAEAGTIDTLYDDSGE--TLYRACAT-----DDHHHHLVCTSCRRTVEID-G   105
               PPA0948ACTINO AQQVHDQLRNRGD--QVGLATVYRNLQTMAEDGELDAIRAEDGE--MTYRRCS------SAHHHHLVCRNCGKAVEIGPE    96
                     DET1505 AVDIYQKVQKKFP--RISLGTIYRNLKTLKEAGLIEEIHLDEH---THYYEIKT-----GGEHYHLLCLGCGKVVEFK-Y   103
                  cbdb_A1478 AVDIYQKVQKKFP--RVSLGTIYRNLKTLKEAGLIEEIHLDEH---THYYEIKT-----GGEHYHLLCLGCGKVVEFK-Y   103
                   Acid_1857 AERLYQMAKEKDP--KLNRVTVYRTLKMLKAGGLVDELDLMHYGGDQHYYETRL-----KQEHAHVICLRCGKVEEFFGE   109
                     DET1147 AEEIISKVQEKFP--DINRSTVYRTLELLENTGCVVKSKMDDR-TIYHHADEGH--------HHHLVCSRCGRRIECS-D   101
                  cbdb_A1081 AEEIINKVQEKFP--DINRSTVYRTLDLLESIGCVVKSKIDDQ-TIYHHSDEGH--------HHHLICSRCGQRIECS-D   101
gi|15642897|ref|NP_227938.1| AEEIHRKL-------DVNLSTVYRALKFLEER-NLVGSFSVGG-PRYFFKKKRH--------YHFLICEKCGKLFPF--E    83
                     DET0020 AEDIYAEVGQEYP--NINISTVYRTLELLKGQGLVLETDMGDGRLRYHSVNKGS--------RHYLVCRKCGKITDLS-E   106
                    cbdb_A24 AEDIYAEVGQEYP--NINISTVYRTLELLKGQGLVLETDMGDGRLRYHSVNKES--------HHYLVCRKCGQVTDLS-E   106
               SAV4029ACTINO PDDILVEVRKTAS--GVNISTVYRTLELLEELGLVSHAHLGHGAPTYHLADRHH--------HIHLVCRDCTNVIEAD-I   104
               SCO4180ACTINO PDDILGEVRKTAS--GINISTVYRTLELLEELGLVSHAHLGHGAPTYHLADRHH--------HIHLVCRDCTNVIEAD-L   104
    Franean1DRAFT_3571ACTINO PEAIVHEVRQTAS--GVNISTVYRTLDLLEELDLVSHAHLSHGAPTYHVTGVDP--------HVHLVCGACGAILEIS-P   106
             Acel_0061ACTINO PEEIINYVREVAS--GVNMSTVYRTLDLLEELSLVTHTHLGHGAPTYHVAEDAG--------HVHLVCSSCGAVTEVG-S   114
             Noca_4251ACTINO PDEVLAEVHAQSS--AVNVSTIYRTLEVLEELGLVRHAHLSDRAPTYHSVTDRE--------HFHLVCRNCHKVVSVD-P   103
             FRAAL2798ACTINO VDDVLTRADEIVP--GLHRTTVYRALETLGELGLVTHVHPDHGPAVYHLASSLT-----GSGHLHVRCRRCGQISDVP-A   134
         Francci3_2661ACTINO VDDVFARAETIVP--GMHRTTVYRAVETLGDLGLVTHVHPDHGPAVYHLAAALT-----GGAHLHVRCRSCGTILDVP-A   127
                     DET0630 PSEVHELVQAAKP--STGMATVYRSLQLLSELGLVCELHTAGNCHRYLLRRIDS-------HHHHLICSGCGQVIHVE-G   104
                   cbdb_A617 PAEVHKLVQADKP--ATGMATVYRSLQLLAELGLICELHTAGNCHRYLLKRIDS-------HHHHLICSGCGQVVHVE-G   104
             Rxyl_1140ACTINO --QSLEELRGRCP--EVGLATLYRTLDLLTGIGAVRRLELG-DGPRYELA--GD-------HHHHLICEACGEISEFE-E   121
                    Ava_1165 AEDLYHRLEADGE--GISLSTIYRTLKLMARMGILRELELGEGHKHYEINQPY------PHHHHHLICVKCNSTIEFK-N   112
                   Tery_1958 AEDLYNMLKNRGE--RISLSTIYRTLKLMARMGILRELELAEGHKHYEINQPY------PHHHHHLVCVQCNKTIEFK-N   112
                   syc0557_d AEDLYNHLLSRNS--PISLSTIYRTLKLMARMGLLRELDLAEDHKHYELNQP-------LKHHHHLICVSCSKTIEFK-S   110
                   Tery_3404 AEEIYNLLLNQKE--QISLSTVYRTLHLLTKVGILRELELAEGHKHYEMSAPN------LNKHHHLVCLQCHKTFEFN-D   112
                   syc1925_c AIDLQRHLSDRQT--PLSKSTIYRSLESLCHAAWLRCITLDRKQRCYELNRE--------GTHYHLTCLHCQAVIEFL-D   118
                    GBAA4313 AEDVYLLVKEKSP--EIGLATVYRTLELLSELKVVDKINFGDGVSRYDLRQEGA-----QRFHHHLICTQCGAVQEIQ-E   111
                    SAB1359c AEDVYLKVKDKAP--EIGLATVYRTLELLAELKVVDKINFGDGVARFDLRKEGA-----KHFHHHLVCMECGRVDEID-E   111
                     CAC1682 VEELYDLVKLECP--EIGLATVYRTVQLLDELGVISKLDLNDGLSRYELVHENE-----PHQHHHLICTACGKVTEVQ-G   115
             Rxyl_1228ACTINO AEEIYERVKEEHP--ELGLSTVYRTLDLLHELGIVRKEDFGEGYSRYELATER--------MHHHARCRGCGKVIEFN-E   102
                      TM1776 VEEVYRELLNRNV--RISKATVYRSVELLVELGFLRKLNFGEGLYRYELADRSN-----RESHQHVICQKCGRIVEIN-S   108
                     CAC0951 VETIYKICNDNGK--FADLSTVYRSLDLFEEKNVVSKVDLGNGKYSYKIKGDT--------HKHVLKCNMCNKEIEIE-C   102
                   Dgeo_0519 VGEVLR-RAQADLP-GLGVATVYRTLKLLTEQGRIHPVTLDGETR-YERAG--------HGHHHHFSCTGCGRVFTLH-T    93
                     DR_0865 VTEVHA-CAQAELP-RLGIATVYRTLKLLTEERRIHPVLLDGETL-YETVG--------RGHHHHFSCTRCGRVFTLH-T    93
                     TTC0925 PREILE-LARKQVP-SLGLATVYRNLRALVEEGAVVPVALPGEPLRYEAAG--------AGHHHHFLCRGCGRAFELP-G    92
             Rxyl_1144ACTINO AARIRE-AAEREAP-GLGRATVYRALRTLREEGLVSVVELPGEEPLYESSG--------RGEHHHFRCRGCGSILDLP-G    94
                      pc1801 AQEL------EELT-MINLATIYRNLKMLMEEKILVVVQLPGQPPRYEYNG--------LEEHHHFLCQSCNRLFDVE-E    99
                       LB183 IKEIYE-LSRKNLD-NLGIATVYRAVNHLMETGTIHEIHLPGESSRFEAS---------RHHHHHFHCKQCDRVYDIE-I    97
                     RB13099 HADVAE-QLAASG---VDKATAFRNLNDMTDSGLLRRTELGDHVWRFEAIAEGEN---DQSAHPHFLCVDCGTVSCLN-D   113
                  Reut_A0164 HQAVID-RLPGQGE-AIDRVTVYRVLDWLVEQGVAQKRAGNDRVFRFSLVEHEAARAEVHRQHSHFHCTRCDRTFCLD-D   128
                     CC_0357 AYDLISSFGGS-GP-PAKPPTVYRALDFLEKQGFAHRIESLNAYVACRKEA-------DGHAAAFLICDCCGATREIE--   129
                      PA5499 AYDILAVLSETDGR-RAAPPTVYRALDFLQENGLVHRIASLNAFVGCNNPE-------HSHQGQFLICRTCHTAIELE-Q   129
                    GBAA4503 AKDVLE-HMKDDYP-GLSFDTIYRNLTVFAEIGVLEQTELNGEKHFRFTCSIM-------EHHHHFICLDCGGTKEIT-S   106
                    SAB1426c AKYIQQ-VMDENYP-GISFDTIYRNLHLFKDLGIIENTELDGEMKFRIACTN--------HHHHHFICEKCGDTKVID-Y   105
                   Dgeo_2727 PEEISEQLRAQGH--PISLATLYQNLKIFSEHGLIKEMIGQNGEVRYDTNLEP---------HSHLICLRCGRLVDVVLE   105
                     TTC1730 PEELYQGLKKRGY--DIGLSTVYLNLHVLREHGLIYEFKDPKGATRYDGYNEP---------HVHLVCLSCGKVEDLLLK   109
                Acid345_4099 PEEIYEVVRKQI--PSISVATIYKNLKTFVEAGILHEVSP-HHGSLRVDPTL--------TPHHHLVCRKCKSITDIDAK   107
                   SYN_02397 AEALHQRLRGIL--PGISLDTVYRTLATLASAGLIKKVET-SESLSRFEATF--------SRHHHLICRQCGQIQDFTWS   110
               SAV3053ACTINO ADEVHARAVVKL--PEISRATVYNTLGELVSLGEVLEVAT-DKRAKRYDPNA-------HRPHHHLVCARCGAIRDVHPS   104
               SCO5206ACTINO ADEVHSRAVDKL--PEISRATVYNTLGELVSLGEVLEVAT-DKRAKRYDPNA-------HRPHHHLVCARCGAIRDVHPT   104
                   Acid_1111 AAEIFE-AVNRLD-PRSSRATIYNNLRDLVQAGLVREVAM-EGRAARFDAKG-------LR-HHHFICDRCGNVEDVDWY   105
             Acel_2095ACTINO VDEIATAVRRTL--GAVSLQAVYNVLDALAGAGLVRRIEP-LGHPARYESRV-------SDNHHHLVCRVCGAIADVDCA   103
             Noca_0839ACTINO VDTIATAARARL--GKVSTQAVYDVVHALTDAGLLRRFQP-AGSPARFELAT-------GDNHHHLVCRACHRIVDVACA   103
             Mkms_4974ACTINO -------MREAL--GKVSTQAIYDVLRACVSAGLVRRIEP-AGSSARYETRI-------GDNHHHLVCRRCGRVADVDCI    63
             Mmcs_4885ACTINO -------MREAL--GKVSTQAIYDVLRACVSAGLVRRIEP-AGSSARYETRI-------GDNHHHLVCRRCGRVADVDCI    63
             Mjls_5253ACTINO ADDVAKQVREAL--GKVSTQAIYDVLRACVSAGLVRRIEP-AGSSARYETRI-------GDNHHHLVCRRCGRVADVDCI   108
            MSMEG_6253ACTINO ADDVAMAVRQNL--GSVSTQAVYDVLRACVNAGLVRRIEP-AGSSARYETRT-------GDNHHHLVCRVCGRVADVDCA   108
               nfa3250ACTINO ADTIAAEVRAAL--GSVSTQGIYDVLHACVGAGLLRRIEP-AGSPARYETRT-------GDNHHHLVCRRCGAVADVDCA   107
          RHA1_ro04308ACTINO VDDIAAVVREEL--GSVSTQAVYDVLKACTAAGLLRRIEP-AGSPARFETRT-------GDNHHHLVCRSCGTVVDVDCA   106
              Tfu_0145ACTINO ADRVARAVRERV--GHVSTQAVYDSLHALTAAGLLRRIEP-AGSPARYETRV-------GDNHHHLVCRACGEVTDIDCV   102
             FRAAL3168ACTINO ADAVAERVRARL--GTVSKQAIYDVLTVFVTAGLVRRIEP-AGSPARFETRT-------ADNHHHLVCRVCGRVADVDCV   104
    Franean1DRAFT_1681ACTINO TDSIVGSVREEL--PEVSHQAVYDSLRVLTTAGLVRRIQP-AGSAARYESRV-------GDNHHHVVCRSCRAIADVDCA   127
             Noca_0874ACTINO TESIIGAVREGL--PGVSHQAVYDSLHALTAAGLVRRIQP-AGSVARYEARV-------GDNHHHVVCRACGIVADVDCA   110
            MSMEG_6383ACTINO TDTVIRAVREAL--PEVSHQAVYDSLHALAAARLVRRIQP-SGSVARYESRV-------GDNHHHVVCRACGDIADVDCA   106
             Mvan_3209ACTINO TELIINATRELV--PDVSRQTVYDALNALAATGLVRRIQP-AGSVARYETRV-------GDNHHHVVCRNCGVIADVDCA   109
              MAV_2752ACTINO TETIFSAVRMAL--PDVSRQAVYDVLNALTAVGLVRRIQP-LGMVARYESRV-------GDNHHHVVCRSCGTIADVDCA    94
              MAP1669cACTINO TETIFSAVRMAL--PDVSRQAVYDVLNALTAVGLVRRIQP-LGMVARYESRV-------GDNHHHVVCRSCGTIADVDCA   106
              MUL_2189ACTINO TETIYSAVREIL--PDVSRQAVYDVLGALTSVGLVRRIQP-SGSVARYESRV-------GDNHHHVVCRSCGAIADIDCA    94
             Mjls_2712ACTINO TETIFATVRSSL--PDVSRQAVYDVLHALTGARLIRRMQP-SGSVARYETRV-------GDNHHHVVCRSCGTIADVDCA   109
             Mmcs_2681ACTINO TETIFATVRSSL--PDVSRQAVYDVLHALTGARLIRRMQP-SGSVARYETRV-------GDNHHHVVCRSCGTIADVDCA   147
             Mkms_2726ACTINO TETIFATVRSSL--PDVSRQAVYDVLHALTGARLIRRMQP-SGSVARYETRV-------GDNHHHVVCRSCGTIADVDCA   109
            MSMEG_3460ACTINO TETIYSVVRGSL--PTVSRQAVYDVLHALTAANLVRRIQP-SGATARYEARV-------GDNHHHVVCRNCGSIADVDCA   106
               Mb1944cACTINO TETIFGAVRFAL--PDVSRQAVYDVLHALTAAGLVRKIQP-SGSVARYESRV-------GDNHHHIVCRSCGVIADVDCA   109
                MT1960ACTINO TETIFGAVRFAL--PDVSRQAVYDVLHALTAAGLVRKIQP-SGSVARYESRV-------GDNHHHIVCRSCGVIADVDCA   109
               Rv1909cACTINO TETIFGAVRFAL--PDVSRQAVYDVLHALTAAGLVRKIQP-SGSVARYESRV-------GDNHHHIVCRSCGVIADVDCA   109
             BCG_1948cACTINO TETIFGVVRFAL--PDVSRQAVYDVLHALTAAGLVRKIQP-SGSVARYESRV-------GDNHHHIVCRSCGVIADVDCA   109
          RHA1_ro05274ACTINO TETIFGAVRTVL--EGVSRQAVYDVLHAVTAVGLVRRIQP-PGSVARYESRV-------GDNHHHVICRSCGAIADVDCA   103
             Mvan_2983ACTINO TDTIFGAVRTAL--PEVSRQAVYDVLAALTGAGLVRKIQP-SGSVARYETRV-------GDNHHHVVCRSCGVITDVDCA   104
              nfa29490ACTINO TDSILGRVRESV--GAVSHQAVYDVLRALTTAGLLRRIQP-MGSVARYETRV-------DDNHHHLVCRDCGVIVDVDCA   106
               SCO0561ACTINO AEALTSGVRRRV--GHVSLQAVYDALHALTAARLVRRIEP-PGSPARFEGRV-------GDNHHHVLCRSCGALADVDCA   111
             AAur_3058ACTINO AEGILAAARKEL--PELTAQSVYVVLSDLTDLQMLRRFEP-PHSPALYETRV-------GDNHHHAVCISCGKVEDVDCA   110
             Arth_3077ACTINO AESILAAAREEL--PEMTAQSVYVVLGDLTDLHMLRRFEP-PHSPALYETRV-------GDNHHHAICISCGRVEDVDCA   110
              Lxx02790ACTINO AETVLAAVQPAL--PGTSIQNIHNVLGDLTLTRMVRRIEP-AHSPALYERRI-------GDN-HHVVCTLCSTVADVDCV   104
                   syc2438_d VETILQDINQEL--PMASKAAVYGALSVLREVGLIREVLL-DEGITRYDAR--------TEPHHHCRCESCGGIQDLDWT   110
                   Dgeo_2141 AAWIHGQVRATL--PNVSLGTVYRTLDALVRDGVVITIER-AGQATRYDYKRA------GEDHHHAVCRGCGAIFDVDAG    96
                     TTC1639 AAWIYQEVRKRV--PKVSLGTIYRNLEALVAEGYLVPITK-AGEATRYDAN--------LHPHHHLVCEACGAIVDLEV-    93
             FRAAL5117ACTINO AAEVYERVRRAS--PRIGSATVYRTLALLVSTGRALELNLGDGAAARYDAN--------TRRHDHAVCDGCGRAVDIDH-    84
         Francci3_3112ACTINO AAEVHERVRTVS--PGIGSATVYRTLALLVSAGRALELNLGDGTAARYDAN--------TSRHDHVVCDGCRRAVDIDH-    97
    Franean1DRAFT_4643ACTINO AAEVYERVRLAA--PGIGSATVYRALALLVETGHALELNLGDGAAARYDAN--------TSRHDHAVCERCGRAADIDH-    97
                     CJE0367 IDELYTEIKKEY--PSISLATVYKNLNTLQEQGLVVEINV-LNQKTCYDIYE--------EEHIHVVCTKCGGIEDLSFK   101
                      WS0545 IEDIYENIKTLY--PSMSLATIYKNLTSMQEANIVRELKV-PNQKQKYELCR--------HPHVHLVCEKCGKIEDLHIS   101
                     aq_1207 VEEIYEEVKKLY--PYVSLATVYRTLETLENIGLVKKVCF-WGNSARYDANL--------EEHHHLICEKCGKIEDIKLD   110
                      BF3019 ADEIYTELSSSM--PTLSKTTVYNTLRLFSEQGAAQMLTI-DERNTNFDADT--------SQHAHFLCKRCGRIYDLK-C   101
                      FN2045 VDTIYKALCTEI--PTLSKTTVYNTLNLFVEKKLVYVIVI-EENETRYDLLT--------HTHGHFKCTCCGALFDVE-L   108
                   SYN_02524 AADIYAAVLEKF--PTMSFATVYNTLKALKKKDNVIELAI-DSGRKRYDPDT--------VRHHHLICTVCRKIVDIY-L   115
                     CAC2634 AETIYKAIQSDY--PTMSLATVYKALKTLAEVHLIQELNV-GEGNFRYDANS--------SSHPHIQCLSCGKVDDIMGI   103
                    GBAA0537 ADDIYKALEGKF--PNMSVATVYNNLRVFKEVGLVKELTY-GDASSRFDYVT--------SQHYHVICEKCGKIVDFPYG   110
                    SAB1794c ADEIYQALSPDF--PNISVATIYNNLRVFKDIGIVKELTY-GDSSSRFDFNT--------HNHYHIICEQCGKIVDFQYP   114
                   Pcar_2798 VDQLYDDLTEQM--PGMSRTTVYRVLETFERLGLVRKIDS-RASKAHFDADT--------SLHPHMVCLGCGKVVDYQDR   109
                     Atu0153 VEELHDEAVTAG--VPVSLATVYNTLHQFTEAGLIRVLAVEGARTYFDTNVS---------DHHHFFVEGENEVLDIPIN   109
                   AGR_C_249 VEELHDEAVTAG--VPVSLATVYNTLHQFTEAGLIRVLAVEGARTYFDTNVS---------DHHHFFVEGENEVLDIPIN   114
                 RHE_CH00106 VEELHEEAVAAG--VPVSLATVYNTLHQFTEAGLIRVLAVESAKTYFDTNVS---------DHHHFFVEGQNEVLDIPVS   109
                      TM1515 AKELFAILSKKVP--SLSIATLYSVLYLLVDLGVIYAFSDGQKTIFDFNPEP----------HGHFICRECGKIEDVEIR   105
                      CT1455 ADELFVRLRKKG--VAISRATVYHTLDLLFRFNLVTKIDLGHKHTHYEKSWG-------VTNHLHIICLKCGHVSEATSC   117
                      BF3244 IDMLYSQMMNQEN-FRVSRATLYNTIILLINARLVIKHQFGTSSQYEKSYNR--------ETHHHQICTQCGKVTEFQNE   115
                   SYN_00953 AGEICALLNDTCK---INRVTVYRILKTFKMHGIVREIETQHGVNYYEINCMHN------PEHAHFNCRRCGILICLA-P   110
                      LA2887 AEVVKEWVDSRSF--KMSLATVYNTLNILVSAGLLREFKFSCLGKSVYDSNIID--------HYHFFDEKSGKFHDID--   114
                      PG0465 PDDLFDLTRENGL--PVSLSTVYNTLTLLERCGIVLRLPSPETKYQYLMASFA-------EQCPLLFCTECAQFSTYYRR   114
                    Ava_0536 AREIYDRLNQQGK--DIGHTSVYQNLEALSTQGIIESIERCDGRLYGNISDS----------HSHVNCLDTNQILDVHIQ   115
                      LA1857 ADQVFQLINEHMP--NASRATIFNNLKLFAEKGIVNLLELKSGITLYDSNVV---------HHHHAIDEKTGEIYDISLD   107
                       ruler ........90.......100.......110.......120.......130.......140.......150.......160
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                   AGR_C_620 PEIEALQEKIAR----EHGFKLVDHRLELYGVPLK---------------PEER--------------------------   142
                 RHE_CH00378 PEIEALQERIAR----EHGFQLVDHRLELYGIPLK---------------KDDH--------------------------   142
                     CC_0057 EEIEALQHAIAK----KLGYKLIDHRLELYGMPLE---------------E-----------------------------   135
                   Adeh_1564 ERIESLQEMVAR----RHGFEVESHRLELYGRCAR---------------CRPPGRARQEARP-----------------   167
                   Pcar_1952 ERIEELQSKVAK----EHNFTIRDHRLEIYGRCSK---------------CSSS--------------------------   143
                     aq_1418 EEIEKLQEEICK----KYNFKPAHHRLEIFGICED---------------CQKSK-------------------------   152
                Acid345_3367 PEIEKVEKDIGK----KHHYRTTRHSFQVFGICEN---------------CSKAEDNGR---------------------   149
                   Bcen_0166 AEIESRQQAIAK----ERGFRLQEHSLAMYGSCTT---------------ENCPHRKH----------------------   142
                  Reut_A2837 GEIEQRQQSIAR----ERGFALQEHALSLYGNCTK---------------TDCPHRPKR---------------------   143
                   Aave_4555 PEIEKRQQLVAK----AKGWVVQDHSMALYGQCAS---------------CAAKASSGNGR-------------------   145
                  Reut_B5530 ERIEQRQRQVAA----DNDFALREHMLVLYGICLE---------------CRAEQPAG----------------------   146
                    A1S_0895 DVIEKEQHSVAE----QHGFTLTGHSLNLYGYCNE---------------PECQEALRKK--------------------   138
                       b0683 DSIEARQREIAA----KHGIRLTNHSLYLYGHCAE---------------GDCREDEHAHEGK-----------------   148
                      PA4764 AEIEKRQKEIVR----ERGFELVDHNLVLY--------------------------VRKKK-------------------   134
                      LA3094 ERIEQLQEQAAR----ENGFKITGHSLNIYGTCNE---------------HSSSK-------------------------   160
                      HP1027 PEIENRQNEVVK----KYQAKLISHDMKMFVWCKE---------------CQESEC------------------------   150
                      WS2043 KEMEELQEKIAK----GHGAKIISHDMRIFAVCKE---------------CAKAQNL-----------------------   152
                     CJE0449 PIIERQQALIAK----EHGFKLTGHLMQLYGVCGD---------------CNNQKVKVKI--------------------   157
                      RB8465 EELIATRDEAAA----KHGFRVSGHRMLVSGVCRE---------------CGKNRRKKRKQDLV----------------   184
                   Adeh_3806 EAFEILQREVAA----RYGFRLEAHHHELVGTCPD---------------CQAREAPRG---------------------   152
             AAur_2630ACTINO PAVETWAARTAT----EHGFTEVAHTVEIFGLCPE---------------CTAKKAAGKL--------------------   168
             Arth_2638ACTINO PAVETWAARTAA----EHGYTEVAHTVEIFGLCPD---------------CTARKADAG---------------------   154
             FRAAL0074ACTINO PEIEAWTAAIAD----AEGFVDVEHTVEIYGTCAG---------------CAAASAAS----------------------   131
         Francci3_0061ACTINO PEIEAWTAKVAN----AEGFVDVVHTVEIYGTCTI---------------CAARPAT-----------------------   142
    Franean1DRAFT_4289ACTINO PEIEAWTSSVAS----AEGFTDVVHTVEIYGTCAR---------------CAASRNSDNSPGRPRGGG------------   192
              MAV_2036ACTINO HEVEEWATAVAA----KHGFSDVSHTIEIFGTCSE---------------CR----------------------------   135
               MAP2139ACTINO HEVEEWATAVAA----KHGFSDVSHTIEIFGTCSE---------------CR----------------------------   135
                Mb2380ACTINO HEVEAWAAEVAT----KHGFSDVSHTIEIFGTCSD---------------CRS---------------------------   130
              BCG_2373ACTINO HEVEAWAAEVAT----KHGFSDVSHTIEIFGTCSD---------------CRS---------------------------   130
                MT2428ACTINO HEVEAWAAEVAT----KHGFSDVSHTIEIFGTCSD---------------CRS---------------------------   130
                Rv2359ACTINO HEVEAWAAEVAT----KHGFSDVSHTIEIFGTCSD---------------CRS---------------------------   130
              MUL_3612ACTINO HEVETWAANVAA----RHGFSDVSHTIEIFGTCSD---------------CRRPGAAALR--------------------   137
                ML0824ACTINO HEVEAWAAEVAA----KHGFSDVSHTIEIFGTCSE---------------CRS---------------------------   131
            MSMEG_4487ACTINO GDVETWAAQVAR----DHGFSDVSHTIEIFGVCGD---------------CVERPAGNQT--------------------   136
             Mvan_3820ACTINO GQVETWAAEVAH----EHGFSDVSHTIEIFGICSN---------------CA---AGN----------------------   131
             Mjls_3458ACTINO GQVETWAADIAR----EHGFSDVSHTIEIFGLCGD---------------CSAR--------------------------   131
             Mkms_3510ACTINO GQVETWAADIAR----EHGFSDVSHTIEIFGLCGD---------------CSAR--------------------------   131
             Mmcs_3447ACTINO GQVETWAADIAR----EHGFSDVSHTIEIFGLCGD---------------CSAR--------------------------   131
              nfa14570ACTINO PTVEAWADAIAG----EHGFTDVSHTIEVFGTCRD---------------CAERRS------------------------   141
          RHA1_ro01222ACTINO PTVEQWSQSIAD----AHGFSDVSHTIEIFGLCKD---------------CSATQ-------------------------   141
               SAV5631ACTINO PAVEKWAEAIAA----EHGYVNVAHTVEIFGTCAE---------------CAAAKS------------------------   138
               SCO2508ACTINO PAVEKWAEAIAA----EHGYVNVAHTVEIFGTCAD---------------CAGASGG-----------------------   139
             Noca_1934ACTINO PAVERWTRAIAA----EHGYAEVSHTLEIFGTCAR---------------CG----------------------------   135
              Tfu_0856ACTINO PAVESWADELAA----QHGFVDLTHTLELFGTCSD---------------CAAAKPRT----------------------   129
             Acel_2085ACTINO ISVERWAERVAA----RAGFVDVDHTLEVVGTCPG---------------CAAGRR------------------------   138
              Lxx25010ACTINO DEVEAWARSAAA----DHGFSQVQHVVDVFGLCAG---------------CSAKADLAASSAVP----------------   138
              BAD_0517ACTINO P-SESWLKGISD----KYGFTIERHTLEVFGLCED---------------CRKADK------------------------   132
                BL1128ACTINO P-SEAWLRKVAD----GHGFTVESHTLEVFGLCSD---------------CQKEQKAQKAQKAVSE--------------   146
                CE2180ACTINO GPVERWAGEVAR----THGFSVSSHEAEIFGLCPA---------------CRPDTVDGQA--------------------   175
              NCgl2200ACTINO GPVETWAQEIAT----KNGFALSSHEAEIFGLCAD---------------CKEKVT------------------------   144
               DIP1710ACTINO GPVEKWAKEVAQ----LHGFQVTGHDAEIYGLCES---------------CSAATE------------------------   142
                jk0612ACTINO GPVEDWAAETAK----KFGYQKSGHTAEIFGLCGD---------------CQKKSAS-----------------------   143
               PPA0948ACTINO KILEDWTRDIAA----KYEFSETGHELELFGICSE---------------CSAVHTRSVS--------------------   137
                     DET1505 PLEYILSN-VPE----ASGFRVLNTDLRFSGYCDS---------------CS-----------------------KNEDS   140
                  cbdb_A1478 PLEYILSN-VPE----ASGFRVLNTDLRFSGYCAS---------------CS-----------------------KNEDS   140
                   Acid_1857 PLQRLRKQ-IES----HFGFQVLLARTEVGGYCAH---------------CQTLRAREVEELRVLTADAAKPPATKSRRA   169
                     DET1147 DMLSSLREDIQS----KYGFNPNLSHMVINGLCAD---------------CRK---------------------------   135
                  cbdb_A1081 DMLAKLRRDIQA----KYSFSPNLSHMVINGICAD---------------CRK---------------------------   135
gi|15642897|ref|NP_227938.1| ECVDEFLEKLQK----KYDFSEESHLFLIHGICKE---------------CKKEVEK-----------------------   121
                     DET0020 DMVREQEQSILK----KYGFAADFKNLVIYGQCRK---------------CGDSA-------------------------   142
                    cbdb_A24 DMVKQLEQSIFK----TYGFAADFKNLVIYGQCQK---------------CSASD-------------------------   142
               SAV4029ACTINO GVAAEFTAKLRE----TFGFDTDMKHFAIFGRCQN---------------CALKSSTTKS--------------------   145
               SCO4180ACTINO SVAADFTAKLRE----QFGFDTDMKHFAIFGRCES---------------CSLKGSTTDS--------------------   145
    Franean1DRAFT_3571ACTINO ERLAGIVGELRA----ELGFTVDMDHLTLAGRCAE---------------CTAAGRR-----------------------   144
             Acel_0061ACTINO EVVQSLIQRLDD----EHGFAADVHHFAIFGRCST---------------CRSTT-------------------------   150
             Noca_4251ACTINO EVIGPLAERLVR----DHGFVIDVGHLAVFGRCTD---------------CEEDR-------------------------   139
             FRAAL2798ACTINO DLLDGVADRLAR----QIGFRLQPDHAALTGLCRP---------------CAAAADPPD---HPR---------------   177
         Francci3_2661ACTINO DLLDDVARRLAT----TVGFTLQPDHAALAGRCRA---------------CSVTSPSVDGDLAPA---------------   173
                     DET0630 CGLKEITENLSR----QTGFAIDAHLLEFIGRCRN---------------CQKEAGKV----------------------   143
                   cbdb_A617 CGLKEITENLSR----QTGFAIDTHLLEFIGRCRN---------------CQKGTGKV----------------------   143
             Rxyl_1140ACTINO CPLDG--AGLGR----IGGFSPRAHSLEVYGRCAG---------------CR----------------------------   152
                    Ava_1165 DSILKIGAKTAQ----KEGFHLLDCQMTIHAVCPK---------------CQRALMPL----------------------   151
                   Tery_1958 DSILKIGLKQAE----KSGLHLLDCQLTIHTICYEALRKGWPSLVSSDCYCPRALADKENCE------------------   170
                   syc0557_d DSVLKIGAKTSE----KEGYHLLDCQLTIHGVCPT---------------CQRSLV------------------------   147
                   Tery_3404 DSIMKISQKQAE----KEGVEMLDCQLTIHAICIEALRKGWPALVATNWSCPRTNLEITSKSNNHK--------------   174
                   syc1925_c DRVIHLSEGIAD----RYGFQLLNCQLLIMGICAA---------------CRY---------------------------   152
                    GBAA4313 DLLGEVERKVEH----DWSFKVKDHRLTFHGICKN---------------CQENETDEK---------------------   151
                    SAB1359c DLLPEVENRVEN----EFNFKILDHRLTFHGVCET---------------CQAKGKG-----------------------   149
                     CAC1682 DLLDELEDCIEN----KYHFLIKNHSVKFYGICSE---------------CRKKL-------------------------   151
             Rxyl_1228ACTINO ELMEYLTLQVER----ETGFVTDSYEITLHGLCRE---------------CAAAG-------------------------   138
                      TM1776 EQVNKIISDISK----KTGYVIKWHDLKFYGICPE---------------CQAKEKEEEKRSK-----------------   152
                     CAC0951 P-MDQVEEIIKN----KTGFVLIDHELKMKALCKD---------------CMDKSNNEKNS-------------------   143
                   Dgeo_0519 CP-VALPSGTVY----PGGFIVEAHEVTLYGRCPA---------------CAAAPDSSGAGL------------------   135
                     DR_0865 CP-VTLPSSAVY----PGGFVVEAHEVTLYGQCPE---------------CAAR--KTGAH-------------------   132
                     TTC0925 C---RLEAHLDL----PPGFSAEDHEVVVYGRCPD---------------CA----------------------------   122
             Rxyl_1144ACTINO AL-LRVPAGTLL----PGGHRVEECSLLLSGSCGE---------------CLSREGRTRGPGG-----------------   137
                      pc1801 S---AVHASSHI----PEGFQLVKCEVTLHGVCGE---------------CNS---------------------------   130
                       LB183 CP-IPLDKS-------PKGFTVDTHEIILYGTCSD---------------CNSKAR------------------------   130
                     RB13099 VKLTAG---SQR----ESGKVGEVTEILLRGHCND---------------CQ----------------------------   143
                  Reut_A0164 VGLPAQPAAPRV----PSGFAIEHVELTVNGVCAD---------------CGARVARHPDSAT-----------------   172
                     CC_0357 PKASAEIIAAGE----AAGYALTGVTIEAHGLCAD---------------CRS---------------------------   163
                      PA5499 PDISRAIVAGAN----SVGFAVESQTVEVVGLCGT---------------CRDQKDA-----------------------   167
                    GBAA4503 CP---MDFMNKD----FNGYEVTGHKFEIYGRCPK---------------CAK---------------------------   137
                    SAB1426c CP---IDQIKLS----LPGVNIHKHKLEVYGVCES---------------CQD---------------------------   136
                   Dgeo_2727 -LPQLTPTGPGQ------GWVIAGARVDLQGICPA---------------CQ----------------------------   135
                     TTC1730 NLPELEVSPAMQAAAERTGWALEGFRLEFRGKCPD---------------CQR---------------------------   147
                Acid345_4099 FLDPVRLRRAPKGF-----KIEQFAV-DILGTCSKCAK-------------QSAH-------------------------   143
                   SYN_02397 FLDEVSLPDEIGDWG----RIDSKNV-VVYGICSTCLN-------------QTHKKNF----------------------   150
               SAV3053ACTINO GNPLADLPDSERFG----FTVSDVEV-TYRGVCPNCAAA-----------------------------------------   138
               SCO5206ACTINO GNPLADLPDSERFG----FTVSDVEV-TYRGTCPNCAAA-----------------------------------------   138
                   Acid_1111 EVPRPALGSLGKR------VLRECEL-IFRGLCTRCAPRR-----------ASR--------------------------   141
             Acel_2095ACTINO VGVVPCLSPADAAG----YLVDEAEV-TYWGLCPQCQNHRRP----SADHGGTTAGPTEKHHVPARGEGGDR--------   166
             Noca_0839ACTINO TGEAPCLQASDDAG----YLLDEAEV-TYWGLCANCQ----------------AAGELELL-------------------   143
             Mkms_4974ACTINO VGAAPCLDHAPLEDG---FTVDEAEV-VFWGTCADCRA------------EPPAAGASCRL-------------------   108
             Mmcs_4885ACTINO VGAAPCLDHAPLEDG---FTVDEAEV-VFWGTCADCRA------------EPPAAGASCRL-------------------   108
             Mjls_5253ACTINO VGAAPLLGHPSPRGR---FHRRRGRS-RLLGHMRGLSR------------G--AAGGRGVLPSVTGLA------------   158
            MSMEG_6253ACTINO VGEAPCLEPSDLAG----FAIDEAEV-VYWGVCADCQH------------DS-ATTTRPQSSTI----------------   154
               nfa3250ACTINO VGAAPCLEPSETHG----YAVDEAEV-VFWGLCPDCR-------------AAQD--------------------------   143
          RHA1_ro04308ACTINO VGEAPCLDPSEAHG----FEIDEAEV-VFWGLCSQCRT------------GAQSGTGSAAALS-----------------   152
              Tfu_0145ACTINO VGEAPCLAPSQAHG----YTVDEAEV-VFWGVCPSCKA------------KESEH-------------------------   140
             FRAAL3168ACTINO TGARPCLEPADDAG----FVIEEAEV-VFWGVCRDCRP------------GDSGSDGVPAR-------------------   148
    Franean1DRAFT_1681ACTINO VGSAPCLAASDDRG----FSIDEAEV-FYWGRCPDCSPPA--------TPDRPRAAPDRS--------------------   174
             Noca_0874ACTINO VGGAPCLTASDDHG----FRIDEAEV-VYWGICPACS-------------------TTRS--------------------   146
            MSMEG_6383ACTINO VGEAPCLTGSDHHG----YAIDEAEV-IYWGTCPACAQ----------DPDRAKARTSRSHP------------------   153
             Mvan_3209ACTINO VGEAPCLTASDDLG----FEVDEAEV-IYWGICPACST-----------------APSPQ--------------------   147
              MAV_2752ACTINO VGEAPCLTPSDDDNVLDGFVLDEAEV-IYWGLCADCST------------AGS---------------------------   134
              MAP1669cACTINO VGEAPCLTPSDDDNVLDGFVLDEAEV-IYWGLCAECST------------AGS---------------------------   146
              MUL_2189ACTINO VGEAPCLAPSDDSNVLDGFVVDEAEV-IFWGMCPDCST------------AMPRSQP-----------------------   138
             Mjls_2712ACTINO VGEAPCLMPSEHD-ALDGFVLDEAEV-IYWGVCPDCAA------------ESSTADSSRSHP------------------   157
             Mmcs_2681ACTINO VGEAPCLMPSEHD-ALDGFVLDEAEV-IYWGVCPDCAA------------ESSTADSSRSHP------------------   195
             Mkms_2726ACTINO VGEAPCLMPSEHD-ALDGFVLDEAEV-IYWGVCPDCAA------------ESSTADSSRSHP------------------   157
            MSMEG_3460ACTINO VGEAPCLTPSNDDHALDGFLLDEAEV-IYWGRCRECSV------------DGP---------------------------   146
               Mb1944cACTINO VGEAPCLTASDHNG----FLLDEAEV-IYWGLCPDCSI------------SDTS----RSHP------------------   150
                MT1960ACTINO VGEAPCLTASDHNG----FLLDEAEV-IYWGLCPDCSI------------SDTS----RSHP------------------   150
               Rv1909cACTINO VGEAPCLTASDHNG----FLLDEAEV-IYWGLCPDCSI------------SDTS----RSHP------------------   150
             BCG_1948cACTINO VGEAPCLTASDHNG----FLLDEAEV-IYWGLCPDCSI------------SDTS----RSHP------------------   150
          RHA1_ro05274ACTINO VGEAPCLTASDDNG----FLVEEAEV-IYWGLCPDCST------------SQTS----RSNP------------------   144
             Mvan_2983ACTINO VGEAPCLVPSDPDGSLDGFVVDEAEV-VYWGLCPGCLA------------AEIS----RSHQ------------------   149
              nfa29490ACTINO VGEAPCLDASHDHG----FVVDEAEV-IYWGHCPDCSK------------ALSAPPK-----------------------   146
               SCO0561ACTINO VGDAPCLTASDDRG----FVIDEAEV-IYRGLCPDCST------------PGSSPAP-----------------------   151
             AAur_3058ACTINO VGHAPCLTPHWDENSKP-MTIQIADV-LYQGICQDCQS-------------KQQLPVTSVTQK-----------------   158
             Arth_3077ACTINO VGHAPCLTPHWDENSEP-MTIQIADV-MYQGICQDCQR-------------TQKLPAERN--------------------   155
              Lxx02790ACTINO VGHAPCLR--LSEAAG--FAVDTAEV-TFWRLCPSCQE-------------STAATPSRSE-------------------   147
                   syc2438_d AIAPIDLSAVPAG-----FRPDRYEV-TILGQCAACAT---------------SIRKPKN--------------------   149
                   Dgeo_2141 AVPTIPAAALPA-----GFRVTDVRL-EFMGLCPACAAQE----------EEPAASG-----------------------   137
                     TTC1639 DLPDLRALAREAHP---GVEVREAEV-TFKGLCPACKA---------------ALKG-----------------------   131
             FRAAL5117ACTINO PVPDGMMAEIARRS---GFAITGYDL-QFRGMCPDCQANG----------SDPARAAGGTGPTVNTHAKGALHAEA----   146
         Francci3_3112ACTINO PVLDGMMAQIACRS---GFAITGYDL-RFRGLCPDCQANG----------SGPARGAAGTGQQ-----------------   146
    Franean1DRAFT_4643ACTINO PVPDGMVAEIARRS---GFTITGYDL-QFRGLCPECQTAG----------EGHRPGRR----------------------   141
                     CJE0367 DAKLYEYQEHLEKKIG--NLVNHLSVCAYVDSCKKCH-------------------------------------------   136
                      WS0545 ---YDELMQNCIKESG--YQIREASL-AMIGLCPECQAK-----------------------------------------   134
                     aq_1207 -----QKLNIPEEFYG--YKTESYSV-NVYGICPDCRAKMQS--------------------------------------   144
                      BF3019 Q--VEMKQVEGLQMDG--HEVSEVHY-YYKGVCKKCLNNIRI----D---------------------------------   139
                      FN2045 N--IDYSKSQ--ELLG--CDIEEKHI-YFKGICKNCKGKQN---------------------------------------   142
                   SYN_02524 E--FDLKLPG-ADRHG--FEITENHV-DFYGVCPECRKGGDV----RQQKTQLKRKEPPAACEKNP--------------   171
                     CAC2634 T--FDNLNKDVSSHTD--YDVISNKL-YFYGICKDCKDKA----------------------------------------   138
                    GBAA0537 G--LEKLEEEAAKTTG--FVINSHRL-EIYGVCPECHKA-----------------------------------------   144
                    SAB1794c Q--LNEIERLAQHMTD--FDVTHHRM-EIYGVCKECQDK-----------------------------------------   148
                   Pcar_2798 G--FGILEPPGITDDG--FEIIDYAV-TLVGYCRQCRRNVDN--------------------------------------   146
                     Atu0153 NLQIDNLPEAPE-------GMEIAHVDVVIRLRRKRG-------------------------------------------   139
                   AGR_C_249 NLQIDNLPEAPE-------GMEIAHVDVVIRLRRKRG-------------------------------------------   144
                 RHE_CH00106 NLTIDNLPEPPE-------GMEIAHVDVVIRLRAKQG-------------------------------------------   139
                      TM1515 ELKLGEVKGKRE-----------KIELVIKGICEE---------------CLKKVKDTM---------------------   138
                      CT1455 ELPELMETLCVG-----HGYSLGSFSLQLFGECADKEA------------CARRISNKHKEKT-----------------   163
                      BF3244 ALQNAIENTKLS------KFQLSHYSLYIYGICSKCDR------------ANKRKRVNNNNKKEK---------------   162
                   SYN_00953 QTLSLFREGLPG----YEHLIIDQITVNISGLCDD---------------CRRHVNDPVS--------------------   151
                      LA2887 PSLLSLSSKLPP-----EFLVNKTDILLTGNLVSET--------------------------------------------   145
                      PG0465 NVKSILADKDLR----PPRFSYRQAIICLYGICDKCRKKQ----------SALKKAADKAAPKKKK--------------   166
                    Ava_0536 LPEAFIQEVEQR-----TGVKITDYSINFYGYRHP----------------QEEE-------------------------   149
                      LA1857 SKLQEKVLSELK----QDFKLKTGSSLENCNLSIT---------------LKGKKNP-----------------------   145
                       ruler .......170.......180.......190.......200.......210.......220.......230.......240
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                   AGR_C_620 -----   142
                 RHE_CH00378 -----   142
                     CC_0057 -----   135
                   Adeh_1564 -----   167
                   Pcar_1952 -----   143
                     aq_1418 -----   152
                Acid345_3367 -----   149
                   Bcen_0166 -----   142
                  Reut_A2837 -----   143
                   Aave_4555 -----   145
                  Reut_B5530 -----   146
                    A1S_0895 -----   138
                       b0683 -----   148
                      PA4764 -----   134
                      LA3094 -----   160
                      HP1027 -----   150
                      WS2043 -----   152
                     CJE0449 -----   157
                      RB8465 -----   184
                   Adeh_3806 -----   152
             AAur_2630ACTINO -----   168
             Arth_2638ACTINO -----   154
             FRAAL0074ACTINO -----   131
         Francci3_0061ACTINO -----   142
    Franean1DRAFT_4289ACTINO -----   192
              MAV_2036ACTINO -----   135
               MAP2139ACTINO -----   135
                Mb2380ACTINO -----   130
              BCG_2373ACTINO -----   130
                MT2428ACTINO -----   130
                Rv2359ACTINO -----   130
              MUL_3612ACTINO -----   137
                ML0824ACTINO -----   131
            MSMEG_4487ACTINO -----   136
             Mvan_3820ACTINO -----   131
             Mjls_3458ACTINO -----   131
             Mkms_3510ACTINO -----   131
             Mmcs_3447ACTINO -----   131
              nfa14570ACTINO -----   141
          RHA1_ro01222ACTINO -----   141
               SAV5631ACTINO -----   138
               SCO2508ACTINO -----   139
             Noca_1934ACTINO -----   135
              Tfu_0856ACTINO -----   129
             Acel_2085ACTINO -----   138
              Lxx25010ACTINO -----   138
              BAD_0517ACTINO -----   132
                BL1128ACTINO -----   146
                CE2180ACTINO -----   175
              NCgl2200ACTINO -----   144
               DIP1710ACTINO -----   142
                jk0612ACTINO -----   143
               PPA0948ACTINO -----   137
                     DET1505 R----   141
                  cbdb_A1478 R----   141
                   Acid_1857 RTRRS   174
                     DET1147 -----   135
                  cbdb_A1081 -----   135
gi|15642897|ref|NP_227938.1| -----   121
                     DET0020 -----   142
                    cbdb_A24 -----   142
               SAV4029ACTINO -----   145
               SCO4180ACTINO -----   145
    Franean1DRAFT_3571ACTINO -----   144
             Acel_0061ACTINO -----   150
             Noca_4251ACTINO -----   139
             FRAAL2798ACTINO -----   177
         Francci3_2661ACTINO -----   173
                     DET0630 -----   143
                   cbdb_A617 -----   143
             Rxyl_1140ACTINO -----   152
                    Ava_1165 -----   151
                   Tery_1958 -----   170
                   syc0557_d -----   147
                   Tery_3404 -----   174
                   syc1925_c -----   152
                    GBAA4313 -----   151
                    SAB1359c -----   149
                     CAC1682 -----   151
             Rxyl_1228ACTINO -----   138
                      TM1776 -----   152
                     CAC0951 -----   143
                   Dgeo_0519 -----   135
                     DR_0865 -----   132
                     TTC0925 -----   122
             Rxyl_1144ACTINO -----   137
                      pc1801 -----   130
                       LB183 -----   130
                     RB13099 -----   143
                  Reut_A0164 -----   172
                     CC_0357 -----   163
                      PA5499 -----   167
                    GBAA4503 -----   137
                    SAB1426c -----   136
                   Dgeo_2727 -----   135
                     TTC1730 -----   147
                Acid345_4099 -----   143
                   SYN_02397 -----   150
               SAV3053ACTINO -----   138
               SCO5206ACTINO -----   138
                   Acid_1111 -----   141
             Acel_2095ACTINO -----   166
             Noca_0839ACTINO -----   143
             Mkms_4974ACTINO -----   108
             Mmcs_4885ACTINO -----   108
             Mjls_5253ACTINO -----   158
            MSMEG_6253ACTINO -----   154
               nfa3250ACTINO -----   143
          RHA1_ro04308ACTINO -----   152
              Tfu_0145ACTINO -----   140
             FRAAL3168ACTINO -----   148
    Franean1DRAFT_1681ACTINO -----   174
             Noca_0874ACTINO -----   146
            MSMEG_6383ACTINO -----   153
             Mvan_3209ACTINO -----   147
              MAV_2752ACTINO -----   134
              MAP1669cACTINO -----   146
              MUL_2189ACTINO -----   138
             Mjls_2712ACTINO -----   157
             Mmcs_2681ACTINO -----   195
             Mkms_2726ACTINO -----   157
            MSMEG_3460ACTINO -----   146
               Mb1944cACTINO -----   150
                MT1960ACTINO -----   150
               Rv1909cACTINO -----   150
             BCG_1948cACTINO -----   150
          RHA1_ro05274ACTINO -----   144
             Mvan_2983ACTINO -----   149
              nfa29490ACTINO -----   146
               SCO0561ACTINO -----   151
             AAur_3058ACTINO -----   158
             Arth_3077ACTINO -----   155
              Lxx02790ACTINO -----   147
                   syc2438_d -----   149
                   Dgeo_2141 -----   137
                     TTC1639 -----   131
             FRAAL5117ACTINO -----   146
         Francci3_3112ACTINO -----   146
    Franean1DRAFT_4643ACTINO -----   141
                     CJE0367 -----   136
                      WS0545 -----   134
                     aq_1207 -----   144
                      BF3019 -----   139
                      FN2045 -----   142
                   SYN_02524 -----   171
                     CAC2634 -----   138
                    GBAA0537 -----   144
                    SAB1794c -----   148
                   Pcar_2798 -----   146
                     Atu0153 -----   139
                   AGR_C_249 -----   144
                 RHE_CH00106 -----   139
                      TM1515 -----   138
                      CT1455 -----   163
                      BF3244 -----   162
                   SYN_00953 -----   151
                      LA2887 -----   145
                      PG0465 -----   166
                    Ava_0536 -----   149
                      LA1857 -----   145
                       ruler .....


