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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Ncol (560)
BstEll (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGCTACCATAGCTCTTCCCTGGAGCCTGTCCCTCTA
- 1I*M AT I AL PW S L S LY

601 CGTCTTCCTCCTGCTCCTGGCTACACCTTGGGCATCTGCAGCAGTGAAAAACTGTTCCCATCTTGAATGCTTCTACAACTCAAGAGCCAATGTCTCTTGC
13 VvV F L L LLATUPWA A SAAVIKNT TCSHTIULTETCTFYNZSIZ RANWVSSTC
701 ATGTGGAGCCATGAAGAGGCTCTGAATGTCACAACCTGCCACGTCCATGCCAAGTCGAACCTGCGACACTGGAACAAAACCTGTGAGCTAACTCTTGTGA
47 M W S H E E A LNV T TOCHV HAIK SNIULI RHWNIKTT CTETLTLV
801 GGCAGGCATCCTGGGCCTGCAACCTGATCCTCGGGTCGTTCCCAGAGTCCCAGTCACTGACCTCCGTGGACCTCCTTGACATAAATGTGGTGTGCTGGGA
89¥R Q A SW A CN 1L IL G S FPESQSLTSVDLULUD INWVVCWE
901 AGAGAAGGGTTGGCGTAGGGTAAAGACCTGCGACTTCCATCCCTTTGACAACCTTCGCCTGGTGGCCCCTCATTCCCTCCAAGTTCTGCACATTGATACC
113 E K GW R RV K T CD FH P FDNUL RLVAPHSLAQV LH I DT
1001 CAGAGATGTAACATAAGCTGGAAGGTCTCCCAGGTCTCTCACTACATTGAACCATACTTGGAATTTGAGGCCCGTAGACGTCTTCTGGGCCACAGCTGGG
147 Q R C N I SW K V S QV SHY I EPYLETFEARIRIRILTLSGHSW
1101 AGGATGCATCCGTATTAAGCCTCAAGCAGAGACAGCAGTGGCTCTTCTTGGAGATGCTGATCCCTAGTACCTCATATGAGGTCCAGGTGAGGGTCAAAGC
1890 E D A SV L S L K QRQQW L FLEMUL I PSTSYEVQV RV KA
1201 TCAACGAAACAATACCGGGACCTGGAGTCCCTGGAGCCAGCCCCTGACCTTTCGGACAAGGCCAGCAGATCCCATGAAGGAGATCCTCCCCATGTCATGG
23 Q R NN T G T W S PW SQ P LT FIRTIRUPADU PMMIKE I L PM SW
Ncol (1384)
1301 CTCAGATACCTTCTGCTGGTCCTTGGTTGTTTTTCTGGCTTCTTCTCCTGCGTCTACATTTTGGTCAAGTGCCGGTACCTTGGGCCATGGCTGAAGACAG
247 L R Y L L LV L GCF SGFFSCVY I LVIKT CHRYULGZPWLKT
1401 TTCTCAAGTGCCACATCCCAGATCCTTCTGAGTTCTTCTCCCAGCTGAGCTCCCAGCATGGGGGAGACCTTCAGAAATGGCTCTCCTCGCCTGTCCCCTT
280V L K C H | P D P S E F F SQ L S SQHGGD LQKW L S S PV P L
1501 GTCCTTCTTCAGCCCCAGTGGCCCTGCCCCTGAGATCTCTCCGCTGGAAGTGCTCGACGGAGATTCCAAGGCCGTGCAGCTGCTCCTGTTACAGAAGGAC
313 S F F S PSGPAUPTE I SPLEVLDSGDSKAVYQTLTULTLTILIA QKD
1601 TCTGCCCCTTTACCCTCGCCCAGCGGCCACTCACAGGCCAGCTGCTTCACCAACCAGGGCTACTTCTTCTTCCATCTGCCCAATGCCTTGGAGATCGAAT
347k S AP L PSP SGH SQAST CT FTNA QGYFFFHLUPNATWLTE I E
1701 CCTGCCAGGTGTACTTCACCTATGACCCCTGTGTGGAAGAGGAGGTGGAGGAGGATGGGTCAAGGCTGCCCGAGGGATCTCCCCACCCACCTCTGCTGCC
38S ¢ Q VvV Y F T YbpepCV ETETEV EEDS G SR RLU®PESGSUPH®P®PL L P
1801 TCTGGCTGGAGAACAGGATGACTACTGTGCCTTCCCGCCCAGGGATGACCTGCTGCTCTTCTCCCCGAGCCTCAGCACCCCCAACACTGCCTATGGGGGC
413 L A G EQ DD YCAFU®PUPRDUDILTULILT FS®PSLSTUPNTAYGSG
1901 AGCAGAGCCCCTGAAGAAAGATCTCCACTCTCCCTGCATGAGGGACTTCCCTCCCTAGCATCCCGTGACCTGATGGGCTTACAGCGCCCTCTGGAGCGGA
447 S R A P E E R S P L SLHEGTLUWPSILASI RDILMGTULAO QT RU®PTLTETR
2001 TGCCGGAAGGTGATGGAGAGGGGCTGTCTGCCAATAGCTCTGGGGAGCAGGCCAGTGTCCCAGAAGGCAACCTTCATGGGCAAGATCAGGACAGAGGCCA
480 M P E G D G E G L S A NS SGEQASVPEGNILHG GO QDI QDR RGAQ
Nhel (2198)
2101 GGGCCCCATCCTGACCCTGAACACCGATGCCTATCTGTCTCTTCAAGAACTACAGGCCCAAGATTCAGTCCACCTAATATAGCAGGTGGCCAGGACTGGC
513 G P I L T L NTDA AY L S LQETULG QAQD SV HIUL I e
2201 TAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATT

2301 GCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTT

2401 AAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGA
- -

2501 GGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCC

2601 CAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCAT

2701 TGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAAC

2801 CTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGC

414 ¢« N R T Y K L P I L E E I T T K V L K G
2901 CATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTC
1224 N M E | LV FCDUPAYDS S I LERCMSGT CU®PSVV R I SRDV E

3001 ATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACC
81 D S Y PH RV AV I T DFDJIKQGNZSVASG I A I AEATCVTYV



3101 CTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGG
544R G | Y A E I HV A S I | EGTK TR I A AGVHHIKNDEYLMT
3201 TGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGC
24 | K E T AV EV L ELDQQS I NFTK M-
3301 CGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCA
]
3401 CCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACG
-
3501 TCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTA

3601 ATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGT

3701 ACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATG

3801 GGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAA

3901 GAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAA
-

4001 AATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCC

4101 TGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCG

4201 CTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTA

4301 TCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTA

4401 GAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGG

4501 TGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAA

4601 AACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTT

4701 TTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGA
4801 ACATTTCTCTATCGAA
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