Agel (552)
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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Ncol (560)
BstEIl (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGAGATTTCAGATTTCACAGAAGCCTACCCCACAAC
- i*M E | SD FTEAYZPTT

601 TACAGAATTTGACTATGGGGACTCCACTCCATGCCAAAAGACTGCTGTAAGAGCCTTTGGGGCTGGACTCCTGCCCCCCCTGTATTCTCTAGTGTTCATC
3 T EFDYGD STUPCQKTAVRATFGAGTLLU®PPLY S LV F I
701 ATTGGAGTGGTGGGCAATGTCCTAGTGATTCTGGTGCTCATGCAGCATAGGAGGCTTCAAAGCATGACCAGCATCTACCTGTTCAACCTGGCTGTCTCTG
47 | G VV G NV LV I LV LMAQH RRLQSMTS I Y LFNTULAVWVS
801 ATCTGGTCTTCCTTTTCACTTTACCTTTCTGGATTGACTACAAGTTGAAAGACGACTGGATTTTTGGTGATGCCATGTGCAAGCTTCTCTCTGGGTTTTA
8D L V F L F T L P FW I D YK LIKUDTUDW I FGDAMTGCIKTLLSGFY
901 TTACCTGGGTTTATACAGTGAGATCTTCTTTATCATCCTGTTGACGATTGACAGATACCTGGCCATTGTCCATGCTGTGTTTGCCCTGAGGGCCCGAACT
113y L G L Y S E I F F I I L LT I DU RY LA I VHAVFALU RART
1001 GTTACTTTTGGCATCATCACCAGTATTATCACCTGGGCCCTAGCCATCTTAGCTTCCATGCCTGCCTTATACTTTTTTAAGGCCCAGTGGGAGTTCACTC
47V T F G I I T S I I TWALA I LA SMUPATLYFFIKAQWEFT
1101 ACCGTACCTGTAGCCCTCATTTCCCCTACAAGAGCCTGAAGCAGTGGAAGAGGTTTCAAGCTCTAAAGCTAAACCTTCTTGGACTAATTTTGCCTCTGTT
1890¥H R T C S P H F P Y K S L KQWJ K RFQAULIKTILNILIULGTL I L P L L
1201 AGTCATGATAATCTGCTATGCAGGGATCATCAGAATTCTGCTCAGAAGACCCAGTGAGAAGAAGGTCAAAGCCGTGCGTCTGATATTTGCTATTACTCTT
23 v.M | I C YAG I I R 1 LLRRUPSEKI KVIKA AV RL I FA I TL
1301 CTATTCTTCCTCCTCTGGACCCCCTACAATCTGAGTGTATTTGTTTCTGCTTTCCAAGATGTTCTATTCACCAATCAGTGTGAGCAGAGTAAGCAACTGG
247 L F F L LW TP YNLSV FV SA FQDVLTFTNAQQCEQSKAQTL
1401 ACCTGGCCATGCAGGTGACTGAGGTGATTGCCTACACCCACTGTTGTGTCAACCCAATCATTTATGTTTTTGTGGGTGAACGGTTCTGGAAGTACCTTCG

280D L AMQ V T EV I AYTHTCTCVNHT P Il I YV FV G EZRTFWIK Y L R

1501 GCAGCTGTTTCAAAGGCATGTGGCTATACCACTGGCAAAATGGCTGCCCTTCCTCTCTGTGGACCAACTAGAAAGGACCAGTTCTATATCTCCATCCACA

33 Q L FQ RHV A I PLAKWIULUPTFULSVDAQLTERTSS I S P ST
Nhel (1661)

1601 GGAGAACATGAGCTCTCTGCTGGCTTCTGATTCAGACCATAGGTGTCAACCAAGGAAGGTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTT
347 G E H E L S A G F o
1701 GGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAG

1801 TTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATT
-

1901 CTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCA
-

2001 ATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTA

2101 AATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCC

2201 AGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCT

2301 AGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATA
#4141 ¢ N R T Y K L P I L E E I T T KV LK GNWME I LV FCDPAY
2401 GTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCA
94 D S | L ERCMGC®P SV VR I SRDVEDSYPHU RVYAV I TD
2501 AAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGA
7“49F D K Q GN SV ASG I A I AEACVTVRG I YAE I HVAS I I
2601 TCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATC
429 E G T K T R I AA GV HHKNDEY LMT I KETA AV EV L E LD
2701 CTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCG
949 Q Q S I N F T K M- -~
2801 TGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCG

2901 GAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAA
-

3001 ACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAA

3101 GGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGG




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101
4201

GCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGT

CGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAAC
-

CGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAG

GACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTC

GGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAG

CCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCA

GAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCC

AGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGA

AAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAAT

TAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAA
AACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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