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10 20 30 40 50 60

MDTSLFSLFV PIL---VFVF IALFKKS--K KPKYVKAPAP SGAWPIIGHL HLLGGKEQLL 
MDPSPQLIAI ALFFSCILLY NALIKKNSIK GNQIKEAPEP AGAWPIIGHL HLLGGGDQLL 
---------- ---------- ---------- ---------- ---------- ---------- 

70 80 90 100 110 120

YRTLGKMADH YGPAMSLQLG SNEAFVVSSF EVAKDCFTVN DKALASRPMT AAAKHMGYNF 
YRTLGAMADK HGSAFTIRLG SRRAFVVSSW EVVKECFTIN DKALASRPTT VAAKHMGYNY 
------MADK HGSAFTIRLG SRRAFVVSSW EVVKECFTIN DKALASRPTT VAAKHMGYNY 

130 140 150 160 170 180

AVFGFAPYSA FWREMRKIAT IELLSNRRLQ MLKHVRVSEI TMGVKDLYSL WFKNGGTKPV
AVFGFAPYSS FWREMRKIAT LELLSNRRLE MLKHVRASEV DIGIRELYNS WANNS-SSPV
AVFGFAPYSS FWREMRKIAT LELLSNRRLE MLKHVRASEV DIGIRELYNS WANNS-SSSV

190 200 210 220 230 240

MVDLKSWLED MTLNMIVRMV AGKRYFGGGG SVSSEDTEEA MQCKKAIAKF FHLIGIFTVS 
VVELKQWLED LTLNVVVRMV AGKRYFG--- SAAASDDGEA RRCQKAINQF FRLIGIFVVS 
VVELKQWLED LTLNVVVRMV AGKRYFG--- SAAASDDGEA RRCQKAINQF FRLIGIFVVS 

250 260 270 280 290 300

DAFPTLSFFD LQGHEKEMKQ TGSELDVILE RWIENHRQQR KFSGTK-END SDFIDVMMSL
DALPFLGWLD LQGHERAMKN TAKELDAILE GWLDEHRQRR VSAGIKDEGE QDFIDVMLSL
DALPFLGWLD LQGHERAMKN TAKELDAILE GWLDEHRQRR VSAGIKDEGE QDFIDVMLSL

310 320 330 340 350 360

AEQGKLSHLQ YDANTSIKST CLALILGGSD TSASTLTWAI SLLLNNKEML KKAQDEIDIH
KEEGQLSNFQ YDANTSIKST CLALILGGSD TTAGTLTWAI SLLLNNRHML KKAQEELDLH
KEEGQLSNFQ YDANTSIKST CLALILGGSD TTAGTLTWAI SLLLNNRHML KKAQEELDLH

370 380 390 400 410 420

VGRDRNVEDS DIENLVYLQA IIKETLRLYP AGPLLGPREA MEDCTVAGYY VPCGTRLIVN 
VGKERQVEDS DVKNLVYLQA IIKETLRLYP AGPLLGPREA MEDCKVAGYH VPAGTRLIVN 
VGKERQVEDS DVKNLVYLQT IIKETLRLYP AGPLLGPREA MEDCKVAGYH VPAGTRLIVN 

430 440 450 460 470 480

VWKIQRDPKV YMEPNEFRPE RFITGEAKEF DVRGQNFELM PFGSGRRSCP GSSLAMQVLH
VWKIQRDPRV WTNPSAFLPE RFLTSHG-DV DVRGQQFELI PFGSGRRSCP GVSFALQVLH
VWKIQRDPRV WTKTSAFLPE RFLTSHG-DV DVRGQQFELI PFGSGRRSCP GVSFALQVLH

490 500 510 520 530 540

LGLARFLHSF DVKTVMDMPV DMSENPGLTI PKATPLEVLI SPRIKEELFV -.........
LTLARLLHSF ELATPMDQPV DLTESSGLTI PKATPLEVIL TPRLPPKLYG Y.........
LTLARLLHSF ELATPMDQPV DLTESSGLTI PKATPLEVIL TPRLPPKLYG Y.........
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