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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

401

BspLU11l (560)
Agel (552)
501 CTGAGATCACCGGTCAACATGTTGAAACTATTATTGTCACCTAGATCCTTCTTAGT
- 1M L K L L L S PR SF LV
601 CCTTCAGCTGCTCCTGCTGAGGGCAGGGTGGAGCTCCAAGGTCCTCATGTCCAGTGCGAATGAAGACATCAAAGCTGATTTGATCCTGACTTCTACAGCC
3 L QL L LLRAGWSSKV LMSSANTED I KADTILILTSTA
701 CCTGAACACCTCAGTGCTCCTACTCTGCCCCTTCCAGAGGTTCAGTGCTTTGTGTTCAACATAGAGTACATGAATTGCACTTGGAATAGCAGTTCTGAGC
47* P EH L SAPTLPLPEVQCTFVFNIEYMNTCTWNSS SE
801 CTCAGGCAACCAACCTCACGCTGCACTATAGGTACAAGGTATCTGATAATAATACATTCCAGGAGTGCAGTCACTATTTGTTCTCCAAAGAGATTACTTC
8P Q AT N L T LHYRYIKV SDNNTTFQETCSHYLTFSKTEI TS
901 TGGCTGTCAGATACAAAAAGAAGATATCCAGCTCTACCAGACATTTGTTGTCCAGCTCCAGGACCCCCAGAAACCCCAGAGGCGAGCTGTACAGAAGCTA
113 6 C Q I Q K ED I Q L YQTFVVQLQDZPQKTZPQRURAVOQEK'L
1001 AACCTACAGAATCTTGTGATCCCACGGGCTCCAGAAAATCTAACACTCAGCAATCTGAGTGAATCCCAGCTAGAGCTGAGATGGAAAAGCAGACATATTA
47 N L Q N LV I PRAZPENILTILSNILSTESOQLTETLTZ RWIKSRH I
1101 AAGAACGCTGTTTACAATACTTGGTGCAGTACCGGAGCAACAGAGATCGAAGCTGGACGGAACTAATAGTGAATCATGAACCTAGATTCTCCCTGCCTAG
189¥K E R C L Q YLV QYR SNU RDU RSWTETL IV NHETPRTFSTLTPS
1201 TGTGGATGAGCTGAAACGGTACACATTTCGGGTTCGGAGCCGCTATAACCCAATCTGTGGAAGTTCTCAACAGTGGAGTAAATGGAGCCAGCCTGTCCAC
213 Vv D E L K R YT F RV R SRYNU P I CGSSQQW SKW SQ PV H
1301 TGGGGGAGTCATACTGTAGAGGAGAATCCTTCCTTGTTTGCACTGGAAGCTGTGCTTATCCCTGTTGGCACCATGGGGTTGATTATTACCCTGATCTTTG
247 W G S H TV EENP S LFALEAV L I PV GTMGTL I I T L I F
1401 TGTACTGTTGGTTGGAACGAATGCCTCCAATTCCCCCCATCAAGAATCTAGAGGATCTGGTTACTGAATACCAAGGGAACTTTTCGGCCTGGAGTGGTGT
280V Y CW L ERM PP I PP I KNULEDTLVTETYQGNTFSAWSGV
1501 GTCTAAAGGGCTGACTGAGAGTCTGCAGCCAGACTACAGTGAACGGTTCTGCCACGTCAGCGAGATTCCCCCCAAAGGAGGGGCCCTAGGAGAGGGGCCT
338=. S K G LTESLQPDYSERT FCHVYVSE ' IPPKG GG GATLGTETG?©P
1601 GGAGGTTCTCCTTGCAGCCTGCATAGCCCTTACTGGCCTCCCCCATGTTATTCTCTGAAGCCGGAAGCCTGAACATCAATCCTTTGATGGAACCTGAAAG
347 G G S P C S LH SPYWUPPUPCY S LKPEA.®
Nhel (1701)

1701 TGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCT

1801 ATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTT

1901 TTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTC
- -

2001 TGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTT

2101 TCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACAT

2201 CATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGG

2301 AACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCT
#4494 ¢ N R T Y K L P I L E E I T T K V L K
2401 TGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCAC
1224 G N M E I LV FCDU®PAYDS Il LERTCMGT C®PSVV IR I SRDYV
2501 CTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTG
84 E D S Y PH RV AV I T DFDZ KQGNZ SVASG I A I A EATCVT
2601 ACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCA
ss4v R G I Y A E I H V A S I | EGT K TR I AAGV HHIKNDEYLWM
2701 TGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTA
224 T I K ET AV EV L ELDQQS I N FTK M-
2801 TGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTC
]
2901 CCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTG
-
3001 ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

3101 CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201
4301

CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAAT

BspLU111 (3405)
TAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCAC
e

AAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGA

CCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGT

TCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGAC

TTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACA

CTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAG

CGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAAC

GAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGG

TTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCC
AGAACATTTCTCTATCGAA
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