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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
BspLU111 (560)
Agel (552)

501 CTGAGATCACCGGTCAACATGTCCTGGGCGCCGAGCGTGGCGGGCTGGCTGGGTGG

> 1M SW A P SV AGW L GG
601 CTTCCTTCTGGTGCCAGCTCTAGGAATGATTCCACCCCCTGAGAAGGTCAGAATGAATTCAGTTAATTTCAAGAACATTCTACAGTGGGAGGTACCTGCT
3 F L LV PALGMI PPPEKVIRMNTSVNTFIKNIILQWEVPA

701 TTCCCCAAAACGAACCTGACTTTCACAGCTCAGTATGAAAGTTACAGGTCTTTCCAAGATCACTGCAAGCGCACTGCCTCGACTCAGTGCGACTTCTCTC
47 F P K T N L T F T A QY E S Y R S FQDHT CI KR RTASTAOQTCTUD F S
801 ATCTTTCTAAATACGGAGACTACACTGTGAGAGTCAGGGCTGAATTGGCGGATGAACATTCGGAGTGGGTCAATGTCACCTTCTGCCCCGTGGAAGACAC
8*H L S K Y G D Y TV RV RAELADTEHSEWVNVTFCUPVETDT
901 CATCATTGGACCTCCTGAGATGCAGATAGAATCCCTTGCTGAGTCTTTACACCTGCGTTTCTCAGCCCCACAAATTGAGAATGAGCCTGAGACGTGGACC
113 1 I G P P EM Q I E S LA ESLHULI RTFSAUPQ 1l ENTEWPTETWT
1001 TTGAAGAACATTTATGACTCATGGGCTTACAGAGTGCAATACTGGAAAAATGGGACTAATGAGAAGTTTCAAGTTGTGTCTCCGTACGACTCTGAGGTCC
147 L K N | Y D SW A Y RV Q YWIKNGTNTEIKFQVV S P YD S EV
1101 TCCGGAACCTGGAGCCGTGGACAACTTACTGCATTCAAGTTCAAGGGTTTCTTCTCGACCAGAACAGAACAGGAGAGTGGAGTGAACCCATCTGTGAACG
189 L R N L E PW T T Y C I Q VQGTFULULDA QNI RTGEWSTEZ®P I CER
1201 GACAGGCAATGACGAAATAACCCCTTCCTGGATTGTGGCCATCATCCTCATAGTCTCCGTCCTGGTGGTCTTCCTCTTCCTCCTGGGCTGCTTTGTCGTG
23 T G N D E I T P SW I VA | I L IV SV LVV FLFULULGTCTFVYV
1391 CTGTGGCTCATTTATAAGAAGACCAAGCATACCTTCCGTTCTGGGACGTCTCTTCCACAGCACCTGAAGGAGTTTCTGGGCCACCCCCATCACAGCACGT
247 L W L | Y K K T K H T F R S G T S L PQHLIKETFULGHUPHHST
1401 TTCTGCTGTTCTCCTTCCCTCCCCCCGAGGAGGCCGAGGTGTTCGACAAACTAAGCATCATCAGCGAAGAGTCTGAAGGCAGCAAGCAGAGTCCTGAAGA
280 F L L F S F P PPETEATEV FDJIKIULIS 1 I SEESESGSIKIQSUPETD
1501 CAACTGTGCCTCAGAGCCCCCGTCTGATCCAGGGCCTCGGGAGCTGGAGTCCAAGGATGAAGCTCCCTCACCTCCACACGATGACCCCAAACTGCTCACG
33 N C A S E PP SDPGU®P RETLTESKUDTEAPSUPPHTDTUDU®PIKL LT
Nhel (1634)
1601 TCGACCTCAGAAGTATGACCAGAGAGCCACCTGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGA
347 S T S E V o
1701 AAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTA

1801 TGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAA
- <

1901 CCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCAC

2001 CTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTT

2101 TTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCC

2201 CCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGG
414 ¢ N R T Y K L P
2301 GGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCC
1334 | L E E I T T KV LKGNMTE Il LV FCDUPAYDIS S I LEWRT CMG
2401 ACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCA
¢4 C P SV V R I S RDV ED S Y PHI RV AV I TDFDJIKI QGNSVA
2501 GACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCG
664S G I A I A EACV TV RG I YAE I HVAS 1 I EGTIKTR I AA
2601 CCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCAT
334 G VHHKNDEY LMT I K ETAV EV LELDA QQS I N FTIKWM
2701 GGQTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACG
- -
2801 GTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCC

2901 CGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACT
-

3001 GCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGC

3101 GGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCAT




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101
4201

TGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCAT

BspLU111 (3338)
TTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTT
-

TTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCC

CTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTC

ACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAAC

TATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAG

AGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAG

CTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTG

ATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAA

AATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCA
AAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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