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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Sphl (560)
Agel (552)
501 CTGAGATCACCGGTCAGCATGCCCCACCACAGAGCATCATCCGGCCAGGACCACCT
- 1M P HHRASSGQDH L

601 CAGAGCCGGCTGGGAGCAGAGACTGGAGAGGTCCTTACCGGCACCCAGAGTGGGACTCCTTTGGATGGGGCTGGGCTTGGCGCTGGTTCTGGCTCTGTTT
13 R A GW EQ R LEIRSULUPAPR RV GLILWMGTLSGTULATLV LA ATWLTF
701 GACTCCACGGTTCTTTGGGTTCCTGCCAGAGCTTATCCTCTTCCTTCTGAAGGCCATTCTGTCAAATTCAGTGCCATAGCGCCGCCGCTCCAGAGTGCCT
47 D S T V LW V P A RA Y P L P S EGH SV K F SA I A PP LQSA
801 TTGGGTGGCAGAACCTCACTTGCCCCGCCTGCAAAGTCTTATTCACTGCTCTCAACCATGGGCTGAAGAAGGAGCCCAATGTGGCACGGGTAGGCTCTGT
8F G W Q N L T CPACIKV L FTALNUHGTLIKI KEWPNVAIRVYVSG SV
901 GGCCATCAAGATATGCAAGATGCTGAACATAGCACCACTAGATGTGTGCCAGTCAGCCGTCCATCTCTTTGAGGACGATGTGGTGGAGGTGTGGACACGT
113 A |1 K I C K M L N I AP LDVCQSAVHIULTFEDUDVV EVWTR
1001 TCAGTTCTGAGCCCATCAGAGGCTTGTGGCTTGCTTCTGGGCTCCTCTTGTGGACACTGGGACATCTTTTCGACTTGGAACATCTCTTTGCCATCAGTGC
147 SV L S P S EACGLULULGSSCGHWD I FSTWN I S L P SV
1101 CGAAGCCACCCCCAAAGCCACCGAGCCCACCAGCCCCCGGTGCCCCTGTCAGCCGTGTCCTCTTCCTTACTGATCTACACTGGGACCATGAGTACCTGGA
180kP K P P P K P P S P PAPGAUPV SRV LFLTUDIULHWTDHTE Y L E
1201 GGGCACAGACCCTTACTGTGCAGATCCACTTTGCTGCCGCCGGGGGTCCGGATGGCCACCCAACTCCCAGAAGGGGGCTGGGTTCTGGGGCGAGTACAGC
213 G T D P Y C A D P LCCW RIRGSGWPPNSOQKGAGT FWG E Y S
1301 AAGTGTGACCTGCCCTTGCGAACGCTAGAAAGCCTGTTGAAAGGACTGGGCCCTGCCGGCCCTTTTGAAATGGTGTACTGGACGGGAGATATCCCTGCCC
247 K C D L P L R T L ESLLIKSGULGUWPAGUZPTFTEMVYVY YWTSGTD I P A
1401 ATGATGTCTGGCAACAGTCTCGCCAAGATCAGCTGAGGGCCCTGACCACCATCACAGACCTCGTGAGGAAGTTCTTGGGCCCAGTGCCAGTGTACCCTGC
280PH D VW Q Q S RQDQLRALTT I TDULVI RIKTFLGU®PV PV Y PA
1501 TGTGGGCAACCATGAGAGCACTCCTGTCAATGGCTTCCCTCCTCCCTTCATAAAGGGAAACCAATCTTCACAATGGCTCTATGAAGCCATGGCCAAGGCA
33 VvV G NH E ST PVNSGTFUPZPZPTF I KGN QS SQW LY EAMATZKA
1601 TGGGAACCCTGGTTACCAGCTGATGCCCTTCACACCCTAAGAATTGGGGGCTTCTATGCCCTCACCCCACGCCCTGGCCTCCGCCTCATCTCTCTCAATA
347 W E PW L P ADAULMHTLI R I GG FYALTU®PR RUPGTULR RTUL I S LN
1701 TGAATTTTTGTTCCCGTGAGAACTTTTGGCTCTTGATCAACTCCACAGATCCTGCTGGACAACTCCAGTGGCTGGTGGAGGAGCTTCAGGCTGCTGAGAA
380kM N F C S R EN FW L L I' NSTDPAGQLAQWLV EETULGQAATEN
1801 TCGAGGAGACAAAGTGCATATAATTGGCCACATCCCTCCAGGACATTGTCTTAAGAGCTGGAGCTGGAATTATTACAAAATCATAGCCAGGTATGAAAAC
413 R G D K V H I I GH I P PGHZ CULIKSW SWN Y YK I I AR Y EN
1901 ACTCTGGCCGGTCAGTTCTTTGGCCACACTCACGTGGATGAGTTTGAGATCTTCTATGATGAGGAAACTCTGAGCCGACCACTAGCTGTAGCCTTCCTGG
447 T L A G Q F F GH THV D ETFE I FYDZETETILSURPLAVATFL
2001 CGCCCAGTGCTACAACCTTTATCAACCTTAACCCTGGCTACCGAGTTTACCAAATAGATGGAAACTACCCCGGAAGCTCTCATGTGGTCCTGGACCACGA
48*A P S A T T F I N LNPG Y RV YQ I'DGEGNY PGS SHVV LDHE
2101 GACCTACATCTTGAATCTGACCCAGGCCAACGCAGCAGGAGGCACACCAAGCTGGAAGCGCCTCTACAGGGCTCGAGAAACCTATGGACTTCCAGATGCG
513 T Y | L N L TQANAAGSGTUPSWI K RULY RARTETYSG L PDA
2201 ATGCCTGCCTCCTGGCACAACCTGGTCTACCGCATGAGGGATGATGAGCAACTCTTCCAGACCTTCTGGTTTCTCTACCATAAGGGCCACCCACCTTCAG
547 M P A S W H N L V YRM RDUDEQLFQTFWFLYHIKTGHP P S
2301 AGCCCTGCGGCACACCCTGCCGCCTGGCCACTCTGTGTGCCCAGCTCTCAGCCCGAGCAGACAGCCCTGCTTTGTGTCGCCACTTGATGCCCAATGGGAG
580 E P C G T P C R L AT LCAQLSARADSU®PALT CI RHTILMZPNG S
Nhel (2464)
2401 CCTCCCAGATGCTAATAGGTTGTGGTCACGCCCCCTGTTGTGCTAGTATTCCATGTTCCAGACTGCTAGCTGGCCAGACATGATAAGATACATTGATGAG
613 L P D AN R LW S R P L L C e
2501 TTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAAC

2601 AAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGA
-
2701 ATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTG
-
2801 CCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTT

2901 TTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAA

3001 TCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCT

3101 TCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGC
—3414 ¢ N R T Y K L P I L E E I T T KV LK GNMTE I LV FCDPA



3201 ATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTG
1104 Y D S I L E R CM G C P SV V R I SRDV EDSYPHRVAV | T
3301 TCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGA
7%1D F D K Q G N SV ASG I A I A EACVTVIRG I YAE I HV A S I
3401 TGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAG
434 | E G T K T R I ANAGV HHIKNDEY LMT I KETA AV EV L EL
3501 ATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACA
04 D Q Q S I N F T K M- -—
3601 GCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGG

3701 GCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGT
-

3801 CAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA

3901 TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAG

4001 TGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGG

4101 GGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGG
-

4201 AACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGA

4301 CAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCC

4401 TTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTT

4501 CAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTA

4601 GCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAA

4701 GCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGC

4801 AGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTT

4901 AATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCAT
5001 CAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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