
Sc           1 ------------------------------------------------------------
Mo           1 MA---------------------QKGSGGSDAATPNTTTTSAHKGTAESKQSSNAPSSG-
Nc           1 MAQKTQHVIPSEEQTNSASRTLSAKEKEGAATASVN---------ANSTKQSANPPAATS
Fg           1 ------------------------------------------------------------
Fo           1 -----HHLWAC-----------------------------------------LLTRFTTS
Fv           1 ------------------------------------------------------------
consensus    1                                                             

Sc           1 ------------------------------------------------------------
Mo          39 PSTTSSSSASVLPKMSDPGPPQALG------SPASESTTK--SSSTAKDATAGTTASPYG
Nc          52 SGTSSTSISNVLPRMLDPSPLPPNNSEPSTDAPMGKSTQTSAQAAAAAAKDGSTAANPYG
Fg           1 -----------MAQQNDSKVSDPDA--QSASDPMT----TQSGLDSAAKDASADAASGYG
Fo          15 RCCASDSLLNVMAQHNDSNTSDPGA--QSVSDPMT----TQSSLDSAAKEAGADSAFPYG
Fv           1 ---------------------------------MT----NQSSLDSTAKEAGVDSAFPYG
consensus   61     . .   ..    .     . .   .   ...    ................. ...

Sc           1 ------------------------------------------------------------
Mo          91 TRSRNRGGNSRPNYAEDKDIDMDIFEQLHPQKRDDDSKKTSRQNASSSATNTGDTHNTPP
Nc         112 TRSRNRTGNSRINYAEDRDLDMDIFELYPDRREGGEA-KKGSSKQAAASASSATTQAATP
Fg          44 TRSRNRNSSSRINYAEDRDIDADVYDYYHDKKDGDSK-KTSRQSSAAVN------SDAP-
Fo          69 TRSRNRTGTSRINYAEDRDIDGDVYDYYHDKKDSDSK-KTSRQSSAAVN------GDAP-
Fv          24 TRSRNRTGTSRINYAEDRDIDGDVYDYYHDKKDSDSK-KTSRQSSAAVN------GDGP-
consensus  121 ................................. ... ...........       ... 

Sc           1 ----------------------------------------MP--------------KEED
Mo         151 PP--PRTTNGLSSRK------------------------PLPMDNKQSQAAA---AKE--
Nc         171 SASSSSPTNGASQPAPRTAVNGTSAATTVTSTSTSTSRKPLPTIDDSRKGHSSNGTKDQQ
Fg          96 ------PRGGASSRKA--VIDETS-----------------------KPAQSANTPKEQQ
Fo         121 -------RGGASSRKA--GTDE-P-----------------------KAAQVANTPKEQQ
Fv          76 -------RGGASSRKA--GTDE-Q-----------------------KAAQVANAPKEQR
consensus  181        .........  . ..                  ..     . .. .. .*...

Sc           7 FQLPRRREAAKNVNYNEME---------IDTKLVQQIQIAEKSGAK---TKGSNSQTPRN
Mo         180 --SSSNANQATGAGSTGSTQ------TTSKKRKAASQ--TSSNQPPATES----THVPAN
Nc         231 ARQPSTSPAANGAATTTTTNGPTK----SKKRKADPAAIASSSQTPTSAANSSTSHNKR-
Fg         125 SGSSNS------S--STTTQPPASSSQPTRKRKV-----ASSSTG---------STNQA-
Fo         148 SGSSNN------V--PTTTQQPAA-SQPARKRKV-----VGNPAG---------STNPA-
Fv         103 SGSSNN------V--PTTTQQSAA-SQPARKRKV-----AGNPAG---------STNPA-
consensus  241 ......   .  .  ..... ..  .........     ......         ..... 

Sc          55 CKRTSNPASRNEKFKYQKFLHDKNTCWNFIPTLPPSFRKNSRFSNILDLDDAMIDLKKMS
Mo         226 AKKPSN-NN-----HNSN------------AASSHGADKGYAATNLLTFENCGARPKDGK
Nc         286 VKTISNDNNGNSKTPTNG------------PVSDLGTAAGYGETNLLTFENTKAMPKDDK
Fg         162 ---TSTTSNTTKKA----------------TTSGTAAGISWPETNMLTFENSKGQPVDGQ
Fo         184 ---TSV-NNSTKKT----------------AASGTPSRIPWPETNMLTFDNCKSRPVNGK
Fv         139 ---ASV-NNSTKKA----------------AASGTTPSIVWPESNMLTFDNCRSRPVNGK
consensus  301  . .*. ......                 ......  . ....*.*......... ...

Sc         115 LFNTESVLLSANDTIYMISEPAGEPYYVGRVVNFVSKPEFSNTIHEAIKTTSVFPAKFFQ
Mo         268 LIADDGTYLEVNDHVYLVCEPPGEPYYLARIMEFLHAKNDPS-------------QPVDA
Nc         334 MVADDGTVLEVNDHVYLVCEPPGEPYYLGRIMEFLHTKNDPT-------------KPVDA
Fg         203 MIADDGTVLEPNDHVYLVCEPPGEPYYLGRIMEFLHVQNDNS-------------RPVEA
Fo         224 MVADDGTALEPNDHVYLVCEPPGEPYYLGRIMEFLHVQNDSS-------------KPVEA
Fv         179 MVADD-------DHVYLVCEPPGEPYYLGRIMEFLHVQNDSS-------------KPVEA
consensus  361 .......... .*..*...**.*****..*...*........             .....

Sc         175 VRMNWFYRPRDIQEHVNTFNPRLVYASLHQDICPISSYRGKCSIFHKDEVFDVLPNEKEC
Mo         315 LRVNWYYRPKDIARKVN--DTRAVFATMHSDISPLTSLRGKCTIKHKAEIKGKLE---EY
Nc         381 LRVNWYYRPKDIGRRVQ--DTRMVFATMHSDISPLTALRGKCQIRHKTEIP-DLA---AY
Fg         250 IRINWYYRPKDIGRKST--DTRMVFATMHSDISPLTALRGKCQIHHKAEIS-NMD---AY
Fo         271 VRINWYYRPKDIGRKST--DTRMVFATMHSDISPLTALRGKCQIHHKAEIK-NME---LY
Fv         219 VRINWYYRPKDIGRKST--DLRMVFATMHSDISPLTALRGKCQIHHKAEIE-DME---LY
consensus  421 .*.**.***.**... .  ..*.*.*..*.**.*....****.*.**.*.   ..    .



Sc         235 IIRPNIFYFDELFDRYTLKYYKVYSTDKILNKWNSKSPFLYVLNRRFRYIYTEPKYPLEN
Mo         370 RKNPDCFWFEKLYDRYIQKNYEVIPTFQIINVPE---KVKKVLDERWKYILVEQGRGKE-
Nc         435 KRLRDCFWFEKLYDRYIQKNYEVIPTKQIINVPE---HVKKVLDERWKYILVEQGRGKE-
Fg         304 RKTSDSFWYDKLYDRYIQKNYDLIPTRSIVNVPA---NVKKVLDERWKYVLVEQGRGKE-
Fo         325 RKDPDSFWYDKLYDRYIQKNYDLIPTRSIVNVPA---NVKKVLDERWKYVLVEQGRGKE-
Fv         273 RKAHDSFWYDKLYDRYIQKNYDLIPTRSIVNVPA---NVKKVLDERWKYVLVEQGRGKE-
consensus  481 .. ...*....*.***..*.*....*..*.*...   ....**..*..*...*.....* 

Sc         295 VLKKYVFHELEVNELSPADYQWDKRCQFCKEWCIQKESLSCDECGVCAHLYCMDPPLDRK
Mo         426 --------------L----TSAVKTCRRCSGYCASNDSVDCAVCEHTYHMNCVRPPLLKK
Nc         491 --------------L----TSAVKTCKRCVGYCASNDSVDCAVCQNTYHMNCVRPPLLKK
Fg         360 --------------L----TSAVKLCKRCTGYCA--------------------------
Fo         381 --------------L----TSAVKLCKRCAGYCA--------------------------
Fv         329 --------------L----TSAVKLCKRCAGYCASNDSVDCAVCQNTYHMNCVNPPLLKK
consensus  541               *    ....*.*..* ..*...........  ....... ......

Sc         355 PNKDVVWTCFSCLQKQQGTKDSH-----------------VRFLEEQALELDFIR---SV
Mo         468 PSRGFAWSCAACSRAQERKLEARNTPNVSLDPNAEAE--EEEFFDE-EEEDAGLDTG---
Nc         533 PSRGFAWSCAACSRAQERKLEARNTPNVLD-PNGTHFDDDDEFLEDDEEDPPGVQTGMSS
Fg         376 --RGFAWSCAACSRAQERKLEARNTPNVND-PTLDADD--DEPMDEEDEEMQGVDTS---
Fo         397 --RGFAWSCAACSRAQERKLEARNTPNVND-PSFDAED--DDPMDEEDEEMQGLETN---
Fv         371 PSRGFAWSCAACSRAQERKLEARNTPNVND-PSFDAED--DDPMDEEDEEMQGLETN---
consensus  601 ......*.*..*...*.............. .. ....  .. .............    

Sc         395 RQKIE----EISSKAIKENVGYNTENCWFQYLGIYSISHIGDALNDSMFFPYPFKPSRVG
Mo         522 RTSPADGANDMHIP-ATEEQMYHASLWPYRYLGIHCKVEDALDYDDRI---YPRASTRVG
Nc         592 RTSPA-T-EDLHQE-ATAEQIYQCSLWPYRYLGMHCKVEDALDYDDRI---FPRASTRLG
Fg         428 RTSPEEG-DHAPHE-GTAEQIYQASLWPYRYLGMHCKPEDALDYDDRI---HPRAATRIG
Fo         449 RTSPEEG-DHPHHE-GTAEQIYQASLWPYRYLGMHCKPEDALDYDDRI---YPRASTRIG
Fv         425 RTSPEEG-DHTHHE-GTAEQIYQASLWPYRYLGMHCKPEDALDYDDRI---YPRASTRIG
consensus  661 *...... ...... ......*........***............*..   .*....*.*

Sc         451 VK-----YQWNGCNHNVPWRRNSYISANSEE-------------ERGSTKTSELAWVLD-
Mo         578 PRHQATVLDWPGRPVQYVKAPEIEIKKTGRKDGKLNKEAQAALEAEKVAKAKRPKWIQDE
Nc         646 PRHQAVVVPWYGRPVQYVKP--LEIKKTGRKDGKLNKEQQALLEAERKKRETRPQWIQDE
Fg         483 PRNQATVLPWPGQPVEYVKP--LEFKKNGKKDTKS-KEALAAIEAEKISRGNRPKWVQDM
Fo         504 PRNQANVLPWPGKPVEYVKP--LEIKKNGKKDTKS-KEALAAIEADKISRGKRPKWVQDM
Fv         480 PRNQANVSPWPGKPVEYVKP--LEIKKNGKKDTKS-KEALAAIEADKISRGKRPKWVQDM
consensus  721 ..... ...*.*........  ............. ...................*..*.

Sc         492 --------------------------------------ASKITTRKLSEYIEQCKSEICP
Mo         638 PPGYVPRGEDYPNDDPRNTAQLHWRPPELDLPEESGPEEAHISESEIDKYMEQAKGM-AL
Nc         704 PAGYVERGGDDTV-------TVLYKPPELC--------GKQMPNEAIDEFMDKARGM-AV
Fg         540 PPGYTVRGEDCDEDDPNCTAKPMWIPPS----------EDVIKEKDINQYMEKAKAM-AK
Fo         561 PPGYTARGEDFDDDDPRCTATRMWIPPP----------EKVIKEKDMNEYMEKAKGM-TK
Fv         537 PPGYTARGEDFDNDDPKCTATRMWIPPP----------DKVIKEKDINEYMEKAKGM-TK
consensus  781 ..... ...... ........ .....           ................... ..

Sc         514 ILNVRGETCNFIDVVLKNLLFTNYDTAEAFKKCKRELSRKFLKEPSFTAVEIRKFEEAVE
Mo         697 DLDLPEHSTNLLDQALRLLYEHGYDAERALEEL-PKLSKEAFDEPQLTAAELKKFEEGIS
Nc         748 ELGLPPRSTNLQDVARDLLFKNDFDPKKALQQL-SKVPKAEFKEPELTPAELKKFEEGVG
Fg         589 DLGLPERSTNLQDVAADTLFHTGFDTKRALKAL-PEKDKAEFKEPELTPAEQKKFEEAVI
Fo         610 DLGLPERSTNLQDVAANKLFRAEFDTEHALKDL-SETKKEAFKEPELTPAEQKKFEEAVI
Fv         586 DLGLPERSTNLQDVAANKLFLAEFDTQHALKDL-SETKKEAFKEPELTPAEQKKFEEAVI
consensus  841 .*.......*..*...  *.. ..*. .*.... ... .....**..*..*..****...

Sc         574 KFGSELRPVCEYVGTQPMSMIVRFYYNWKKTERGLTVRGKLSKLSKNKRKKEI-------
Mo         756 KFGSELYSVKKHIKTVKPGTLVRFYYTWKKTERGKQVWGNYSGRKSKKEAKEAKKAETAS
Nc         807 KYGSELHLVMKHVKTLKPATVTRFYYTWKKTERGKQIWGNFAARKGKRDAKKAE----AA
Fg         648 KYGSELYLVRKHVKSMYYGMVTRYYYAWKKSERGMQVLENMAGRKGKKEAKRAE----AA
Fo         669 KYGSELYLVRKHVKTMHYGMVTRYYYAWKKSARGKQVLENQAGRKGKKEAKRAE----AA
Fv         645 KYGSELYLVRKHVKTMHYGMVTRYYYAWKKSARGKQVLENQAGRKGKKEAKRAE----AA
consensus  901 *.****..*.............*.**.***..**.... . .........*...    ..
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Sc         627 ANHENDVETKYIDDSSFDTEKLSLAESSFQCMFCKTDYSPMWYRVTGGSDDEKIKIRMQT
Mo         816 QNKMQDDVADDHDDSAFDAAKAAEKKRSFICKFCNTKSSRQWRRAPNASGALV-------
Nc         863 ATKQADDVADDHDDSAFDAGKAKARKKAFMCKFCGTKASRQWRRAPTISQPIG-------
Fg         704 ANKMADDVADNDDDSAFDAEKANQKKRGFVCQFCSTTSSRQWRRAPNPTSGVV-------
Fo         725 ASKLADDVADNDDDSAFDTEKANQKKQGFVCQFCSTTSSRQWRRAPNPVPGVV-------
Fv         701 ASKLADDVADNDDDSAFDIEKANQKKQGFVCQFCSATFSRQWRRAPNPVPGIV-------
consensus  961 .....*......***.**..*.......*.*.**....*..*.*..... ...       

Sc         687 GVNEKTEISEKSPAHSKKNEKLGALCIRCARMWRRYAIKWVPPLETLRKITGTCQNSFYS
Mo         869 -----TESGGKGANKDKGVQYVVALCRRCAELWRRYAIQWEDVDQLYSKVAQAGGR----
Nc         916 -----ETSG-RSTKQDKKGEFIPALCRRCAELWRRYAIQWEDVDEVAKKVAQLAGR----
Fg         757 -----NDGGSKSSNKDKGQERVVALCRRCAELWRRYAIRWEDMEEVAKKVAQSGGR----
Fo         778 -----NDGGSKNSNKEKGQERVVALCRRCAELWRRYAIRYEDMDEVNKKITQG-GR----
Fv         754 -----NDGGPKSSSKEKGQDRVVALCRRCAELWRRYAIRYEDVDEVSKKVNQGSGR----
consensus 1021      .... ......*......***.***..******........ .*.......    

Sc         747 AIEGIIEENNTNKFTLSPFQAHNKLLEWELVQDSELIIRQRMKVYKNPNSFVKMKRYSMT
Mo         920 --------------------------AWKKKIDEELLKEIVAA-----EQRSKNTPSSSG
Nc         966 --------------------------NWKPKVDEDLYKELLAA-----DEMIANTKIRTP
Fg         808 --------------------------AWKRKQDEELLKELQAA-----KEMGMMTPERAP
Fo         828 --------------------------AWKRKQDEELLKELQAA-----KEMGMMTPERAP
Fv         805 --------------------------SWKRKQDEDLLRELQVA-----KEMGMMTPERAP
consensus 1081                           .*....*..*.......     ............

Sc         807 FHTQLYKMAVRSYRKNEFHPETMQRDLELFIEDNKEVRKAIPEQKPERAKNT--------
Mo         949 AA---------TPPSNTTPAPAST-------------QPAASGQEPARKKQKTTQPPQDK
Nc         995 EP---------TPV-----PTLVH-------------EPPAAGQEPPRKKLKGSTREKDK
Fg         837 TP---------SAA-----P-----------------AAVANVQEPPRKKLKSVPLDKDA
Fo         857 TP---------SAT-----P-----------------A-VATVQEPPRKKLKGAASDKDV
Fv         834 TP---------SAA-----P-----------------A-VATVQEPPRKKLKGAASDKDV
consensus 1141 ..         ..      .                 . ....*.*.*.*...   ... 

Sc         859 ----KDEFPVNIIRQSPGTIKTSDTSRNRKCNDVFIEKASNNNIPKITNASNDLIEISIK
Mo         987 DVEMTGTEPVGTTTTAPASKK----------------------------KEK--------
Nc        1028 DKAQEKE------------------------------------------KEN--------
Fg         866 DNGHSDT------------------------------------------ASA--------
Fo         885 DNGHSDA------------------------------------------ASA--------
Fv         862 DNVHSDA------------------------------------------ASA--------
consensus 1201 ......                                           ...        

Sc         915 TGGSSSGSVSVDKGFKFVKFDNKTFQRLRNSLKLVNNKLPKYNEPSTKKIKMINDIALSN
Mo        1011 ------------------------------------ASLEKEKEKEKE-----K------
Nc        1038 ------------------------------------EKVEKEKEKEKE-----KEKELEP
Fg         876 ------------------------------------AGSTTSKK----------------
Fo         895 ------------------------------------AGSTTSKK----------------
Fv         872 ------------------------------------TGSTTSKK----------------
consensus 1261                                     .... ..                 

Sc         975 PLNEPNGASY-NYTVISHSKETSVALEKYHDGNKPSKMLEKDMILKHTKNKPKNPDTAWA
Mo        1024 ------------------EKE---------------KEKEKEPVK-EKKEAPAPPPVPEI
Nc        1057 AVSEPGSVASTPTPVITKKKE---------------KVVEKPVAI-EKPAPPPPPPVPEI
Fg         884 -----------------KDKD---------------K-------------SVESVTVPEM
Fo         903 -----------------K--D---------------K-------------SVENLTVPDI
Fv         880 -----------------K--D---------------K-------------SVENLTAPDI
consensus 1321                  . ..               *  ..         . ........

Sc        1034 NNSARTFCSVCKEKFNDNDNYEVVCGNCGLTVHYFCYAIKLPKDMKKNTNLKTFKWLCDP
Mo        1050 PKPRTMPCDICRQL-EPLGDQHITCKECRMTVHRNCYGVVDN--------RNPGKWVCDM
Nc        1101 PKPRTLPCAICRQM-EPMGDQHLSCKECRMTVHRNCYGVLEH--------RAPGKWTCDM
Fg         899 PKPRVLPCAVCGEL-EPQGDQHLSCRECRLTVHRNCYGIMDN--------RNPGKWTCDM
Fo         916 PKPVVLPCAVCGQL-EPQGDQHLSCRECRLTVHRNCYGIMDN--------RNPGKWTCDM
Fv         893 PKPLVLPCAVCGQL-EPRGEQHLSCRECRLTVHRNCYGIMDN--------RNSGKWTCDM
consensus 1381 .......*..*... .........*..*..***..**.....        ....**.**.
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Sc        1094 CSNDLNPIISTTYQCSMCPTKDYDYDRYR-------------------------------
Mo        1101 CINDRSPHVSIHYKCVLCPVEYTEHDFVEPPKVSHKKK--TEKDRERERQEREAAVNAAE
Nc        1152 CLNDKSPQVSLSYKCVLCPVEKTEHDFVGPPKNSHKKK--TEKERERERQERENAIKAAE
Fg         950 CVNDKNPQVSIHYKCILCPHEYTEHDFVEQPKLTHHKKKMSEKDRERERLEVQQARKAAD
Fo         967 CANDKNPQVSI-------------------PKITHHKKKMSEKDRERERLEVQQARKAAD
Fv         944 CANDKNPQVSIHYKCVLCPIEYTEHDFVEQPKVTHHKKKMSEKDRERERLEVQQARKAAD
consensus 1441 *.**..*..*................... ..............................

Sc        1123 ---SQSF-----KICPDALKCTSLGTWVHLVCSLFNEDIKYGNGQSMQPALNTTAVLIKH
Mo        1159 HYRKRQEELNRPVNPREPLKRTADNNWVHVTCSVWTPEVKFGNAKALEPSEGIPSIPRSR
Nc        1210 YYRKKQEELNRPVDPREPLKRTADNNWVHVTCAVWTPEVKFGNAKALAPIEGIPLINRTK
Fg        1010 FYRKKQEDMNRPVNPREPLKRTADNNWVHVTCAVWTPEVKFGNAKALEPSEGIPSIPRAR
Fo        1008 FYRKKQEEMNRPVNPREPLKRTADNNWVHVTCAIWTPEVKFGNAKALEPSEGIPSIPRSR
Fv        1004 FYRKKQEEMHRPVNPREPLKRTADNNWVHVTCAVWTPEVKFGNAKALEPSEGIPSIPRSR
consensus 1501 ..................**.*....***..*.......*.**.....*...........

Sc        1175 SRFTCGVCRINGGGLVKCNKCQYRYHITCAQNSSNFKLMFEKKNMSVDTTLPCIKDVKL-
Mo        1219 YSEVCEVCKSTGGACTNCPQCKASVHVECAHQSDDYVLGFEITPVKGSRRDQH-NIVTIG
Nc        1270 YSEICRACKQDGGACVSCYHCKSPVHVECAHKA-GYVLGFDITPVKGSRRDQH-NIVTLG
Fg        1070 YNETCKICDKVEGACVSCHQCRTPLHVECARQQ-GHILGFEISPVKGSRRDQV-NVVTVN
Fo        1068 YDETCQVCNKQDGACVSCHQCRIPFHAECARQH-GHVLGFEMTSVKSSRRDQF-SIVAIN
Fv        1064 YDETCQSTRNALGNMGTSLDLK--------------------------------------
consensus 1561 . ..* ...  .*..... ... .........  ..................  ..... 

Sc        1234 NDTYTLRPILICDRHDI---------------SLEGNELYPLSYKPQHTLSYIEQYCRYY
Mo        1278 GESGSMSASVWCKLHAPKKTVVHQMYDVVDEAGTNALQLYVQNFKKADLT--------LT
Nc        1328 SESGTMSATIWCKEHAPQKGAFHPMHEKVDESGMTALQLYVQNYKQADLT--------LT
Fg        1128 GESGTMSATVWCKEHAPTKTTVHHMHDIVDDSGLNALQLYVQNFKQADLT--------LT
Fo        1126 GESGIMSATVWCKDHAPTKTTIHQMQDIADESGLNALQLYVQNYKQADLA--------LT
Fv             ------------------------------------------------------------
consensus 1621 ................. .. .. . ........................        ..

Sc        1279 KCESDHSLV----------------ELRYFE-------------QLRLRHGEMPGNSHDS
Mo        1330 GCARKANLISTAARMSNPIVTTTTAVNRRASTTTVSTTTPSAMHIHSLLNGDSPGDPH--
Nc        1380 GCARKAIQITPTTRPTSSSATSTSHQARRISTI-------------HLLNGDHGESTA--
Fg        1180 GTARKANLMTNAAKLTGT---ATQPGLRRSSTTTLPT-----N---HQHNGHTREAAL--
Fo        1178 GTVRKANLMTNAAKLSGT---TTQPGLRRSSTTNIPN-----GGWGQQRNGDTGDVAS--
Fv             ------------------------------------------------------------
consensus 1681 .......... ..... .   ..   ... ... .           ....... .     

Sc        1310 AIKPKIYVLPFERTCPHCGTNKSLYWYEDIICHSCNLRSGAQEL------DFDSA-----
Mo        1388 -----DLAVPGGKICITCGVDVSPRWYPISDSHERELANGHYGALGTEAQKFAEQRHFQC
Nc        1425 -----GCRQLGSKICLTCGTDVSPKWYPIDEAQERGLVNGYCGNLGSEAQKFIEQRSVQC
Fg        1227 -----DPKQPGGKVCITCGIDVSPKWYPIDNSQERELTNGHYGTLGSEAQKFVEQRRFQC
Fo        1228 -----DSKQPGEKVCITCGIDTSPKWWPIDNSQERELTNGHYGTLGSEAQKFVEQRRFQC
Fv             ------------------------------------------------------------
consensus 1741      . .... .................. ...... ..... ................

Sc        1359 -SAN---ISNDNGL-----PV-EITQQLMEGIEPAM-----FDIDISEAGTDK-------
Mo        1443 HKCKKLNKQPKSHVPPPPPPQDPP-PVAANTINPSGPEATAHSAAVMTNGIDHGPNGVDA
Nc        1480 HKCKKEGRQPHVHPKREPTPPPPPAPLLVPAVEPVV-----HPVQ---------------
Fg        1282 HQCRKAQLAAKAHPPPRQSPSMPDAPP------PLA-----QEAAI--------------
Fo        1283 HKCRKAQRTAK--PHPRRSPLMADAPL------PSA-----HGAGI--------------
Fv             ------------------------------------------------------------
consensus 1801 ..... ..  . .. .  ..  . ...    . . .     . ...              

Sc        1397 ----NTHPSSQ-------------------------------------------------
Mo        1502 AVRRGTPPLTSPRQPEHD------HIP---GRPSPYLWQSGLQAPHPTGLVHPTVPIQGP
Nc        1520 --VSQAPPVAPPPAPVTTAPTAVMDIPGSRQPGPSPYWSPGVQAAPIQ------------
Fg        1317 -SATAAPPLRSPPQ--------MTAQR--EAHAAAYAWPPHGHTQT-G------------
Fo        1316 -PGTTTHPLRSPPQ--------MMPAHRESNPSAAYAWPPPVHAPTVP------------
Fv             ------------------------------------------------------------
consensus 1861    . .... ....        .            . . . . .                
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Sc             ------------------------------------------------------------
Mo        1553 PPPMQAPPLQPPPIAPPPMA--RSMSG------RGQTGVQPPGPVPPSQAYQPLPPPPPT
Nc        1566 PPLAHPAPTRPP-VSHPPVPVSGPVAPQVAPPPTLPPSLAPRGPSMPQSLFGSA--PP--
Fg        1353 PPAM-----------QAPSLVADHALG-ARPP-------------APH-AYAAPPPHR--
Fo        1355 PPPM-----------QAPALVADHALG-ARPP-------------PPA-PYAPLPPQR--
Fv             ------------------------------------------------------------
consensus 1921 .. .             .  .     .   ..              .   ..  ..    

Sc             ------------------------------------------------------------
Mo        1605 HSAPSGPYGDWHRTTHHGPP-------MNGRPPSRA---------SRISPIIPPLA----
Nc        1621 -----RPYDDWHRQPSGHPPPLHPARQLNGTGPS-------PPPLNSMSSLAPPNHLRPS
Fg        1385 -----PAYSDWGRPASQQS---SPSRHINGGPPPPPPIHNAPPPMTNLSSLRPPPVVGPV
Fo        1387 -----PSYSDWGRPASQQG---SPPRHINGGPPI-----HNPPPMSTLSSLRPPPVVGPG
Fv             ------------------------------------------------------------
consensus 1981        . .. .  .       . . ... ..        ..... .... ..  . . 

Sc             ------------------------------------------------------------
Mo        1645 -----------PPALRPPSLHHSPHAP-HAHLTNGHMVNGAGAPGRRLSGPPPPPSRDGQ
Nc        1669 PSLSIANLTHAQPPPPPPQNGHNGHNGHIAHPSPYARMDGLPLSPRRVSGQPTTPSGG--
Fg        1437 ------------PTAPPPANHHGGHPS-------SPYTNGLPLSPRQLNGPAPPSR----
Fo        1434 PPV------GSSPPAPPPANHHGGPPS-------QPYTNGLPPSPRRLNGPAPPPR----
Fv             ------------------------------------------------------------
consensus 2041             .  ... ... ..             .... ..... .. ...     

Sc             ------------------------------------------------------------
Mo        1693 GPYMGSYHSPA---P--Y-----------------HSPAPHQSNGTMVPPRIDHAFASVL
Nc        1727 -SYLSGGSLHSHGGPPDLRPPTDLRTDLRPHSMLNHALPPHHVTGLPPQPAAAEQHQP-L
Fg        1474 --YAHPYQHHGRPVP-----PA-------------HLPPPNMANGAPPPPPPPPRGEG-Y
Fo        1477 --YTHPYQTHGHNAPPPPPPAS-------------HLPPPTLTNGAPP---PPPRHDG-F
Fv             ------------------------------------------------------------
consensus 2101   .   .  ...  .                    . ...   .. .. .          

Sc             ------------------------------------------------------------
Mo        1731 NPPRAYG---NSGSVQPPAHMSPAVARDAPISRDGPLLSQPPPP---ARAPESRPATGAS
Nc        1785 SFLRHWNSHTAQQNQPPPLHHTSSY------Q---QVSGLPPPPRDNKP---KDMKTGAS
Fg        1513 PHE--I----NPQ--------RPPY------T----PQTSPPGSRNGHPPPQNRPASGAS
Fo        1518 SHE--L----HPQ--------RPTY------P---APHGSPPGPRNGPQPPSSRPASGAS
Fv             ------------------------------------------------------------
consensus 2161             .         . .               .. ..     .  .......

Sc             ----------
Mo        1785 ASPSLRNLLS
Nc        1833 SSPSLRNLLH
Fg        1549 ASPSLRNLLS
Fo        1555 ASPSLRNLLS
Fv             ----------
consensus 2221 ..........




