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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Agel (552)
501 CTGAGATCACCGGTCATCATGAGTTTCCGGATTGCGGGCCCCAGACTTTTGCTACT
> i*M S F R I AG PR L L L L

601 GGGACTCCAGCTGTTTGCCAAGGCCTGGAGCTACAACCTGGACACACGGCCTACGCAGAGCTTCTTGGCACAAGCTGGAAGACATTTTGGGTACCAGGTC
13 G L QL FAKAWSYNULDTRUPTQST FILAQAGT RHTFGYQUV
701 TTGCAGATTGAAGATGGGGTTGTCGTGGGAGCCCCAGGTGAGGGGGACAACACGGGAGGCCTCTATCACTGCCGAACAAGCAGCGAGTTCTGCCAGCCAG
47* L. Q | ED GV V V GAPGEGDNTS GG GLYHTCRTSSETFTCAQFP
801 TCAGCCTACATGGTTCTAACCATACCTCCAAGTACTTGGGAATGACGCTGGCAACAGATGCCGCCAAGGGAAGCCTTTTGGCCTGTGACCCTGGACTGTC
8V S L H G SNHTSK Y LGMTLATUDAAIKTGT STULULATCD®PGTL S
901 TCGGACATGCGATCAGAACACTTACCTCAGTGGCCTCTGCTACCTCTTCCCCCAGAGTCTGGAGGGACCTATGTTACAAAATCGTCCCGCCTATCAGGAA
123 R T C D Q N T Y L S G L C Y L FPQ SLEGUPMULAO QNUR RUPAYAOQTE
1001 TGTATGAAGGGCAAAGTCGACCTGGTGTTTCTGTTCGATGGCTCACAGAGCTTGGATAGAAAGGACTTTGAAAAAATCCTGGAATTCATGAAGGATGTGA
147 C M K G K VD LV FLFDGSQSLD RKUDTFEZK I L EFMZKDV
1101 TGAGGAAGCTCAGCAATACTTCCTACCAGTTTGCTGCCGTCCAGTTCTCCACAGACTGCAGAACAGAATTTACTTTCTTGGACTACGTTAAGCAGAACAA
180*M R K L S N T S YQ FAAVQF STDTZ CRTETFTF LD YV KQNK
1201 GAACCCCGATGTTCTGCTAGGCAGCGTGCAGCCCATGTTCTTGCTGACCAATACCTTTCGTGCCATCAACTATGTGGTGGCACACGTGTTCAAAGAAGAG
23 N P DV L LG SVQPMTFULULTNTFRAINYVVAHV FK EE
1301 TCTGGTGCCAGGCCGGATGCTACCAAGGTGCTTGTCATCATTACAGACGGGGAGGCAAGTGATAAAGGCAACATCAGTGCGGCCCACGACATAACCCGCT
247 S G AR PDATIKWV LV I I TDGEASDIKSGNIT SAAHD I TR
1401 ACATCATCGGGATTGGCAAGCATTTTGTGAGCGTACAAAAGCAAAAGACGCTCCACATATTTGCCTCAGAACCTGTAGAGGAATTTGTGAAGATTCTGGA
280 Y 1 1 G I G K H FV SV QK QKTULH I FASEZPVETETFVK I LD
1501 CACCTTTGAGAAGCTGAAGGATCTTTTTACTGACCTGCAGAGGAGGATTTATGCTATTGAGGGCACAAACAGACAGGACCTGACATCCTTTAACATGGAA
33 T F E K L KD LFTDULQ R RI YA Il EGTNW RQQDTULT S FNME
1601 CTCTCCTCCAGCGGGATCAGCGCAGACCTCAGCAAGGGCCATGCAGTTGTGGGAGCTGTTGGGGCTAAGGATTGGGCCGGGGGCTTTCTGGACCTGCGTG
347 L S S S G I S ADULSKG GHAVVYGAVGAKTDWAGSGT FLDTLR
1701 AAGACCTGCAGGGTGCCACATTTGTTGGGCAGGAACCGCTGACCTCAGATGTGAGAGGGGGCTACCTGGGTTACACTGTGGCCTGGATGACCTCCCGGAG
330kE D L Q G AT FV GQ EPLTSDV RGGYLGYTVAWMMT SRS
1801 CTCCAGACCCCTGCTGGCAGCAGGAGCCCCACGGTACCAGCATGTGGGACAAGTACTGCTTTTCCAAGCCCCAGAGGCTGGAGGACGTTGGAACCAAACC
413 S R P L L AAGAPRYQHYV GQV LLFQAPEAGSG R RWNA QT
1901 CAGAAGATAGAAGGGACTCAGATCGGATCTTACTTTGGTGGGGAACTATGTAGTGTTGACCTGGACCAAGATGGCGAGGCAGAGCTGCTGCTGATTGGAG
447 Q K | E G T Q I G S Y FGG ELT CSVDULDA QDG GTEATETLTLTL I G
2001 CACCCCTGTTCTTTGGGGAGCAGAGAGGAGGCCGAGTGTTCACTTACCAGAGAAGACAGTCGCTGTTTGAAATGGTCTCAGAGCTACAGGGTGACCCTGG
480FA P L F F G EQ RG G RV FTYQRRQSULFEMVSETLA QGT DPG
2101 CTACCCGCTTGGTCGGTTTGGAGCCGCCATAACTGCCCTGACGGACATCAATGGGGATAGGCTGACTGATGTGGCTGTGGGAGCCCCTTTGGAGGAGCAG
513 Y P LG R FGAA I TALTUD INSGD RLTUDVAVGAZPTLTEENAQ
2201 GGTGCTGTGTACATCTTCAATGGGAAGCCTGGTGGGCTCAGTCCCCAGCCAAGCCAGCGTATACAAGGAGCCCAGGTGTTCCCAGGAATCCGGTGGTTTG
547 G AV Y I FNGK PG G L SPQPSQR I QGAQVFPG I RWF
2301 GCCGCTCCATCCATGGGGTGAAGGACCTTGGAGGGGACAGGCTGGCAGATGTGGTTGTAGGAGCTGAGGGTCGGGTGGTTGTGCTGAGCTCCAGGCCGGT
580G R S | H GV KD LG GD U RLADVVVGATEGHRVVV LS SR PV
2401 GGTGGATGTGGTCACTGAGCTGTCGTTCTCCCCAGAGGAAATCCCAGTGCACGAGGTGGAGTGCTCCTACTCAGCCAGGGAGGAGCAGAAACACGGAGTC
613 v DV V T E L S F S P EE I PV HEVET CSYSARTETEAQKHGV
2501 AAGCTCAAGGCATGCTTCCGGATCAAGCCCCTCACGCCACAGTTTCAAGGTCGCCTGCTTGCCAACCTCAGCTACACCCTGCAGCTGGATGGCCATCGGA
647w K L K A C F R I K P LTWPQFQG RULILANILISYTULAOQLDTGHTR
2601 TGAGGAGCCGAGGGTTGTTCCCAGATGGAAGCCACGAGCTCAGTGGAAACACCTCCATCACCCCAGATAAATCCTGCTTGGACTTCCACTTCCACTTCCC
680kM R S R G L F P D G SH EL SGNTS I T PDJIKSCULDFHFHF P
2701 GATCTGCATTCAAGACCTCATCTCCCCTATCAATGTCTCCCTGAATTTCTCTCTTTTGGAGGAAGAAGGAACACCAAGGGACCAAAAGGGCAGGGCCATG
73 |1 C 1 Q bL I SP I NVSLNTFSTULILTETETEGT®PRDA QKTGT RAWM
2801 CAGCCTATCCTGAGACCTTCAATCCACACAGTGACTAAGGAGATCCCTTTTGAGAAGAACTGTGGTGAAGATAAGAAGTGTGAGGCAAACCTGACCCTGT
747 Q P I L R P S I HTVTIKE I PFEKNTZ CGTEDIKI KT CEANTILTL
2901 CATCCCCTGCCAGATCTGGACCCCTGCGTCTGATGTCCTCTGCCAGCCTTGCTGTGGAGTGGACACTGAGCAACTCAGGGGAAGATGCCTACTGGGTGCG
78S S P AR SGPLIRLMSSASLAVY EWTULSNSGTETDAYWVR
3001 ATTAGACCTGGACTTCCCTCGGGGACTCTCCTTCCGGAAAGTGGAGATGCTTCAGCCACACAGCCGAATGCCTGTGAGCTGCGAGGAGCTCACCGAGGGG
83 L D LD F P RG L SFRKV EMIULAQPHSRMU®PV SCTETETLTESG
3101 TCAAGTCTCCTGACTAAGACACTGAAATGCAATGTAAGCTCTCCCATCTTCAAAGCAGGCCAGGAGGTGAGCCTCCAGGTGATGTTTAACACGCTACTCA
87 S S L L T K T LK CNV S S P I FKAGQEV SLQVMFNTLL
3201 ACAGCTCCTGGGAAGACTTCGTCGAGCTGAATGGCACTGTGCACTGTGAGAATGAGAACTCAAGCCTCCAGGAGGACAACTCAGCCGCCACCCACATTCC
88N S S W ED F V ELNGTVHT CENIENSSULOQEDNSAATH I P



3301 TGTCCTGTACCCTGTCAACATCCTTACTAAGGAGCAGGAGAACTCCACCCTCTATATCAGTTTCACCCCTAAAGGTCCCAAGACCCAACAAGTCCAGCAT
913 v . L Y P V N | L T K EQ EN S T L Y I S FTUPIKSGUPIKTIQQV QH
3401 GTCTACCAGGTGAGGATTCAGCCATCTGCCTATGACCACAACATGCCCACACTAGAGGCCTTGGTTGGGGTGCCCCGGCCTCACAGTGAGGACCTCATCA
947k V. Y Q V R I Q P S A YDHNMM®PT L EALV GV P RPH S ED L I
3501 CATACACATGGAGTGTACAGACGGATCCCCTTGTCACTTGCCACAGCGAGGACCTGAAGAGGCCGTCCAGCGAAGCTGAGCCTTGTCTGCCTGGAGTCCA
9%%kT Y T W SV QTDP LV T CHSEDTILI KW RPSSEATEZ PTCTLUPGVAQ
3601 GTTCCGCTGTCCAATTGTCTTCAGGCGGGAGATCCTCATCCAAGTGACGGGGACCGTGGAACTCTCCAAGGAAATCAAGGCCTCCTCCACACTCAGCCTC
013 F R C P IV F R RE I L I'Q VTGTVETLSIKTE I KASSTL S L
3701 TGCAGCTCACTCTCCGTCTCCTTCAACAGCAGCAAGCATTTCCATTTGTATGGCAGCAAAGCCTCTGAGGCCCAGGTCCTCGTGAAGGTTGACCTGATCC
1047 C S S L SV S F NS SKWH FHULYSGSKASEAQV LV KV DL I
3801 ACGAGAAGGAGATGCTTCACGTGTACGTGCTCAGCGGCATTGGGGGCCTCGTGCTTCTGTTCCTGATTTTCCTGGCGCTCTACAAGGTTGGCTTCTTCAA
1080 H E K EM L HV YV L SG I GG LV L L FL I FL A'LYKV G F FK
3901 ACGGAACCTGAAGGAGAAGATGGAGGCTGATGGAGGTGTTCCAAATGGAAGCCCTCCAGAAGACACTGACCCTCTGGCAGTACCTGGGGAAGAGACCAAA
1123 R N L K E K M E A DG GV PNG S PPEDTHDU®PLAVUPGETETK
Nhel (4081)

4001 GATATGGGCTGTCTAGAGCCCCTCCGGGAGAGTGACAAGGACTAAGGCCTAGGTCTGATACACTGACAGCCCAGGAATAGAGCTAGCTGGCCAGACATGA
1147 D M G C L E P L R E S D K D e _
4101 TAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCAT

4201 TATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTC

4301 TACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATA
—_— -

4401 GGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCT

4501 CTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATG

4601 TTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGA

4701 CAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGC
4494 ¢ N R T Y K L P I L E E I T T K V L K G N M E | L
4801 ACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCC
115s4v F C D P A YD S I L ERCMGTCU®PSVV R I SRDVEDSYPHTR
4901 TGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTC
824 v AV | T D FDKQGNJSVASG I A I A EACVTVRG I YAE
5001 AATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCG
494 | HV A S 1 I EGTI KT R I AAGVYHHIKNDEYILMT I KET A
5101 ACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGAT
154y E V L E LD QQ S I N F T K M-
5201 GATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGC
]
5301 CCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACT
-
5401 TGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGC

5501 CAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACA

5601 CTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTAT

5701 TGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAG
P —

5801 GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCA

5901 GAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC

6001 CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTG

6101 TGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGC

6201 CACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGT

6301 ATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCA

6401 AGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGAT

6501 TTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAAC

6601 TAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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