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GlpG       86    FAALRERAGPVTWVMMIACVVVFIAM-----------------QILGDQE VMLWLAWPF---DPTLKFEFWRYFTHALMHFSLMHILFNLLWWWYLGGAV   165 
Rho1       99    QHW--------PWFILVISIIEIAIFAYDRYT-----MPAQNFGLPVPIP SDSVLVYRP---DR--RLQVWRFFSYMFLHANWFHLGFNIVIQLFFGIPL   180 
Ano1       128   MKLWPP-----PLMMIIFSIMEIIFFVIDIVK------TQDQNGTSTSGP MATLFIYNP---HL--RHEVWRFLTYMFVHIGFMHLIMNLLVQIFLGVAL   211 
RHBDL2     65    -ANCFP----PPVFIISISLAELAVFIYYAVW-----KPQKQWITLDTGI LESPFIYSP---EK--REEAWRFISYMLVHAGVQHILGNLCMQLVLGIPL   150 
Tox1       56    HFSLKS-------VVLAISIVDWIFYIVTVCL------DTELPLIPAANI LVHFGANYP---PLIKQGQVWRLLLPVFLHANFFHVFFNVFFQLRMGFTI   139 
Fal1       49    HFTWKS-------FMVVISIIQLIVFIISVSI------KPADFLTPSDSL LVTLGANVA---SRIKQGEIHRLILPIFLHANIFHAIFNIFFQLRMGFTL   132 
aarA       18    LGAIAL--------TLTLVLLNIAVYFYQIVF-----------ASPLDSR ESNLILFGANIYQLSLTGDWWRYPISMMLHSNGTHLAFNCLALFVIGIGC   98 
ML1171     31    RRL--------RWMVGGVTILTFMALLYLVELI----------DQLTRHS LDNNGIRLL---K---TDVLWGISFAPVLHANWQHLVANTIPLLVLGFLI   106 
MAV1554    16    ----------STAVAGATTIVTFVALLYLVELI----------DQLTRHA LDVHGIRPQ---R---LDGLWGILFAPVLHESWQHLMANTVPLLVLGFLM   90 
Rv1337     33    ----------PRWVVGGTTILTFVALLYLVELI----------DQLSGSR LDVNGIRPL---K---TDGLWGVIFAPLLHANWHHLMANTIPLLVLGFLM   107 
MMAR4059   14    ----RP-----RWVTGGATILTFVALLYLVELI----------DQLTRHS LDLNGIRPL---Q---TDGLWGIIFAPLLHANWAHLMANTVPLLVLGFLM   89 
MAB1481    21    ---GRP-----QWVTGGVLVASFVALLYVVEG--I--------DSVTGHR LDENGIRPL---E---TDGLDGILFAPLLHANWGHLVANTVPALVLGF-L   96 
MSMEG4904  39    ----SP-----AWKTGGITILTFVALLYVVEL--A--------DQLSGGR LDRNGIRPL---E---TDGLWGVLFAPLLHANWEHLMANTVPALVLGFLV   114 
Mflv2355   17    ----------PVWVVGGVTVVSFVVLLWLIEL----------FDTLTGHR LDDNGIRPL---E---TDGLTGILVAPLLHSNWEHLIANTGPALVLGFLM   91 
Mjls3833   19    ----------PAWIVGGATIVSFVVLLYVIELV----------DSLTGHR LDENGIRPL---E---TDGLWGIVFSPLLHADWQHLLANTGPALVLGFLM   93 
Mvan4290   16    ----RP-----AWMVGGLTVLSFVVLLWVIEL--F--------DSLTGHR LDGNGIRPL---E---TDGLAGILFAPLLHSNWEHLLANTVPALVLGFLM   91 
MAB0026    58    ---VKPLQQVRAW--ITWALIAVNVLVYTATV-----SDGVGGDVTGSQL FRELVLYLP---WVA-QGELWRTVTTGFLHLGLMHIAVNMLSLAMIGPGL   144 
Mflv1071   64    ---LTP--------VVTYALIGINLLAFAL-------------QMASPGL QRAFGLWSP---AVA-DGEMYRLLTSAFLHFGLTHLAFNMLALYFVGPPL   136 
Mvan5753   74    --STTP--------VVTYALIGLNLLMFAL-------------QMASPDL DRALGLWPP---AAA-DGELYRLLTSAFLHFSVTHIAFNMLALYFVGAPL   147 
MSMEG5036  80    ---GAP--------VLTYTLIAVNVLMFVL-------------QIAGGDL ESRLTLWPP---ALALHDEYYRLVTSMFLHYGAMHLLFNMWALYVVGPPL   153 
Mjls5529   73    ---SKP--------VVTYALIAVNVLVFLM-------------QTTSGQL EREFVLWTP---GVA-DGEWYRLATSAFLHYGAMHLLFNMWALYVVGPPL   145 
Rv0110     34    ---ATP--------VVTYTLISLNALVFVM-------------QVTVMGL ERQLALWPP---AVA-SGQTYRLVTSAFLHYGAMHLLLNMWALYVVGPPL   106 
MMAR0300   69    ---VTP--------VVTFSLIAVSVLVFVL-------------QLVVAGL GPHLALWPP---AVA-DGQLYRLVTSAFMHYGTLHLVFNMWALYIVGPPL   141 
MUL4822    34    ---VTP--------VVTFSLIAVSVLVFVL-------------QLVVAGL GPHLALWPP---AVA-DGQLYRLVTSAFMHYGRLHLVFNMWALYVVGPPL   106 
Consensus                        .                                                            .: * .  *   *      .*     
                                                                                 
GlpG       166   EKRLGSGKLIVITLISALLSGYVQ-------QKFSGPWF----------- GGLSGVVYALMGYVWLRGERD---PQ--SGIYLQRGLIIFALIWIVAGWF   242  
Rho1       181   EVMHGTARIGVIYMAGVFAGSLGT-----SVVDSEVFL------------ VGASGGVYALLAAHLANITLNYAHMK--SASTQLGSVVIFVSCDLGYALY   261 
Ano1       212   ELVHCWWRVALVYLAGVVAGSMGT-----SLFTPRVFL------------ AGASGGVYALITAHIATIIMNWKQME--YAIVQLFVFLVFCVTDLGVSIY   292 
RHBDL2     151   EMVHKGLRVGLVYLAGVIAGSLAS-----SIFDPLRYL------------ VGASGGVYALMGGYFMNVLVNFQEMIPAFGIFRLLIIILIIVLDMGFALY   233 
Tox1       140   ERRYGLLKFTGLYFASAIYGNLLS-----ATAFFCNSLK----------- VGASTAGFGLIGIQICEMALTWHRMR--HRDRMLTNMVSFVLLMVLLMFT   221 
Fal1       133   EKNYGIMKIIILYFVTGMYGNILS-----SSITYCPIK------------ VGASTSGMGLVGIVTSELILLWHIIR--HRERVVFNIIFFSLISFFYYFT   213 
aarA       99    ERAYGKFKLLAIYIISGIGAALFSAYWQYYEISNSDLWT--DSTVYITIG VGASGAIMGIAAASVIYLIKVVINKP--NPHPVIQRRQKYQLYNLIAMIA   194 
ML1171     107   ALA-GLSRFIWVTAMVWIFGGSAT-----WLIGNMGSSF------GPTDH IGVSGLIFGWLAFLLVFGLFV---RR--GWDI-IGCMVLFAYGGVLLGVM   188 
MAV1554    91    TLA-GLARFVWATVIIWIVGGFGT-----WLIGNVGSSC------GPTDH IGASGLIFGWLAFLLVFGIFV---RR--VRDIIIGLAVMFAYGGVLLGAM   173 
Rv1337     108   TLA-GLSRFVWATAIIWILGGLGT-----WLIGNVGSSC------GPTDH IGASGLIFGWLAFLLVFGLFV---RK--GWDIVIGLVVLFVYGGILLGAM   190 
MMAR4059   90    TLA-GLARFVWATAIVWILGGFGT-----WLIGNVGSSC------GPTDH IGASGLIFGWLAFLLVFGLFV---RK--VWDIIIGLAVLFFYGGILLGAL   172 
MAB1481    97    AAAAGVGRFLLATAIIWLLGGVGT-----WLIGNIGLPY-------ETNH IGASGLIFGWLTYVIVRGFFN---RS--VGQILIGAVVLVLYGGVLWGVL   179 
MSMEG4904  115   TLA-GLARFVWATAIIWILGGIGT-----WLIGDVGGCP------LPTNH IGASGLIFGWLTFLLVFGWFT---RN--AWQIVVGILVLLVYGGILWGAV   197 
Mflv2355   92    TLA-GLSRFIFATAIIWFAGGLGT-----WLIGNVGAPT-YNGVIVETNH IGASGLIFGWLTFLIVFGFFT---RT--VWEIVVGVVVFFIYGGILLGVL   179 
Mjls3833   94    TLA-GLSRFIYATAIVWILGGLGT-----WLIGNLGTHCPYVGVRCEVNH IGASGLIFGWLAFLIVFGFFT---RK--AWEIVVGVIVLFVYGGILLGVL   182 
Mvan4290   92    TLA-GLSRFIFATAIVWIVGGVGT-----WLIGNIGAHCPYVGVRCETNH IGASGLIFGWLAFLIVFGFFT---RK--VWEIVVGVVVLFVYGSVLLGVL   180 
MAB0026    145   ERAFGGQRYAAIYGTALLGSSAAA-----MWLSPNAVV------------ AGASGAIYGLLGAALVLSLRE---------RLNPQTIIIVLLLNIGLSIS   218 
Mflv1071   137   EAALGRARFITLYLVSALGGSVLV-----YLLTLNALT------------ AGASGAVFGLFGATFVVGRKL---------NMDVRSVMAIIVLNLAFTFL   210 
Mvan5753   148   EFALGRLRFVALYLFSALGGSVLV-----YLLTFNALT------------ AGASGAVFGLFGATFVVGKRL---------NMDVRSVVMIIGLNLAFTFL   221 
MSMEG5036  154   EKWLGLTRFGVLYALSGLGGSVLV-----YMLSPLNSAT----------- AGASGAIFGLFGAIFVVARHL---------NLDVRAIGVIVVINLVFTFV   228 
Mjls5529   146   EMWLGRLRFGALYALSALGGSVLV-----YLLSPINAAT----------- AGASGAVFGLFGAMFVVARKL---------NLDIRGIAAIIILNLVFTFV   220 
Rv0110     107   EMWLGRLRFGALYAVSALGGSVLV-----YLIAPLNTAT----------- AGASGAVFGLFGATFMVARRL---------HLDVRWVVALIVINLAFTFL   181 
MMAR0300   142   EMWLGRLRFGGLYALSALGGSVLV-----YLIAPLNTAT----------- AGASGAIFGLFGATFVVAKRL---------NLDIRWVVALIAINLAITFV   216 
MUL4822    107   EMWLGRLRFGGLYALSALGGSVLV-----YLIAPLNTAT----------- AGASGAIFGLFGATFVVAKRL---------NLDIRWVVALIAINLAITFV   181 
Consensus                     .  .                                    * *    .                                       .       
                                   
GlpG       243   D--------LFGMSMANGAHIAGLAVGLAMAFVDSL-------------N ARKRK---------------------------------------------   276  
Rho1       262   TQYFDGSAFAKGPQVSYIAHLTGALAGLTIGFLVLKNFG----------H REYEQLIWWLALGVYCAFTVFAIVFNLINTVTAQLMEEQG-EVITQHLLH   350 
Ano1       293   NSIN-----DPFDKVGYIAHASGALAGFLVGIGVLRNLK----------V ESWERKLWWCAVSIYFVIMIAGIMYHFLDPSHFY----------------   361 
RHBDL2     234   RRFFVP---EDGSPVSFAAHIAGGFAGMSIGYTVFSCFD----------K ALLKDPRFWIAIAAYLACVLFAVFFNIFLSPAN-----------------   303 
Tox1       221   ---------LNGGSIDQMGHLGGLLCGFSIGMLYNKE------------L NDKPVWYPWASAAAIGILLALPAACFPILYAVDRHCHRDLSYI-------   293 
Fal1       213   ---------FNGSNIDHVGHLGGLISGISLGILYNEH------------M DNKPRWYNHLKIGSYISLVLLAIIPTVVLFTIPRTC--------------   278 
aarA       195   LTLIN----GLQSGVDNAAHIGGAIIGALISIAYIL-------------V PHKLRVANLCITVIAASLLTMMIYLYSFSTNKHLLEEREFIYQEVYTELA   277 
ML1171     189   PVL------GRCGGVSWQGHLCGAISGVVAAYLLSA-------------P ERKTR--ALKEAGTDSPRLKT-----------------------------   238 
MAV1554    174   PVL------GLCGGVSWQGHLCGAIAGVLAAYLLSE-------------P ERKGR--SGRKTGAVAPRPKT-----------------------------   223 
Rv1337     191   PVL------GQCGGVSWQGHLSGAVAGVVAAYLLSA-------------P ERKAR--ALKRAGARSGHPKL-----------------------------   240 
MMAR4059   173   PRL------GVCGGVSWQGHLCGALAGVVAAYFLSA-------------P ERKAR--ELKKAGERPSSPKT-----------------------------   222 
MAB1481    180   P---------GQFGVSWQGHLSGAVAGVLAAYWL---------------S GRERKVQAARGPGVPPRLTP------------------------------   225 
MSMEG4904  198   PVL------NGCGGVSWQGHLCGAIAGVVAAYVLAG-------------P ERKAR--D--SRKRSRPYLTS-----------------------------   245 
Mflv2355   180   P---------GTFGVSWQGHLCGALAGVLAAYLLSG-------------P ERKTR--ALRRPVRPPSLNT------------------------------   225 
Mjls3833   183   P---------GTPGVSWQGHLCGAVAGVVAAYVLSS-------------P ERKAR--ELRRSRTAPPYLTS-----------------------------   229 
Mvan4290   181   P---------GTPGVSWQGHLSGAVAGVLAAYLLSG-------------P ERKAR----ERRKATNPYLTT-----------------------------   225 
MAB0026    219   L-----------PGISLAGHMGGLLFGVLSAGALLYYREVCRGIGMPDLA RKAST--PWVLAAVVAALSVALIM------AKVLAYAG------------   287 
Mflv1071   211   IPL------FTSQNISWQGHIGGLVTGALVAAAFAY-------------A PRAQR--TLIQAGAVGAILVVFVGLIVWRTAELRTLMGLG----------   279 
Mvan5753   222   IPL------FTSQNISWQGHIGGLVTGAVVAAAFVY-------------A PRQQR--NLVQAGAAVALLVLFVALVAWRTVELRTMLGLG----------   290 
MSMEG5036  229   GP-------ALGTAISWQGHIGGLVTGALVASAFVY-------------A PRERR--TATAAGVTVAFAMLFAALIFWRTDRLLFLLGAG----------   296 
Mjls5529   221   YPL------ISGQGISWQGHVGGLVTGAAIAGVYAY-------------A PAGRR--NLVQGGVTAAVLLLFVVLIWWRTEEIFAMFGVR----------   289 
Rv0110     182   A-----------PAISWQGHVGGLVTGALVAATYVY-------------A PRERR--NLIQATVTITVLVAFVVLIGWRTVDLLALFGGRLNLS------   249 
MMAR0300   217   APA------VGSQLISWQGHVGGLITGALVAAAYVY-------------A PRERR--NFIQGAVTLTVAVAFVVLIWWRTSELLAMFGGHLNLG------   289 
MUL4822    182   APA------VGSQLISWQGHVGGLITGALVAAAYVY-------------A PRERR--NFIQGAVTLTVAVAFVVLIWWRTSELLAMFGGHLNLG------   254 
Consensus                      .    *  *   *    .                                                                            
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