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EcoRI (23)
Notl (2) Xbal (19) Sdal (38) Spel (45)
1 GCGECCGCGTCGACGATATCTAGAATTCGGATCCTGCAGGGCCCACTAGTaAACGGAGGGTTGTGAGGAGAGTCAGAGGTGGACAGAGGGCACCGACGAT

101 TTAGCATCTCTTCCTCTCCTGGGGGTCGAGGATGAGAGACAAAAAAGAAGCTGCCAGGAAACATAAAATTCAGAGGGCTCAGCTGCAGGGCTGAGGTCTG

BsrGl (211)
201 CAAGCATGCTGTGTACACTTGTGCATGTTGTGCCCTGCACAAGGGCATCTCTGAAGEGGCTGCACTGGACCCAGGGGCAGGEGCGCAAAGGTGAGTTTAT

301 ATCAGTTCCTGAGCACTGTGGCTCCATCCAGCACTCTGAGGACAGGCAGGATACAGCTGGAGGACCTGAGGGCTCCCCCACACCAGCTCCTGTTCCCTGC

401 CCAAGACCCCCTGGACCTGCAGACAACAATTCAACGCACTCAGAGTCCCACAGTTAAGAACTCCCTGAAGAAGCCCCCAGTGGCTGCGTGGTGGATTTTC

501 GCAAAGCTGTCTCCACCTACATCCACCCTGTTTGGCAGCCCCTACATACTCTTTCACAGCATGAGGAAGGGAGGCCTCTCACCAAGACCTGGACTGAATC

601 TTCTCCCAGTGGCTGCCACACCTGACCTGCTCTTGCTCCAGAACCTCTGTGGCTCCCATCCTCCACAGGGTCAACTTCCAACATGGCTGCCTGCACTCCA

701 GCCAAGAGGCTCTGCTCTGGGCCCCTCCAGATGCCTGACCTGGGTCTGTGGCTGCCCTGTCCTTCTTCAGTGCTCCTCTTCCCGCTGGGTGAGGAATAGT

801 TCAGGACAGAGGAGCTAAGTTCAGGTTCATTCATAGGACAGGTGCCTATTTCGCTCACGGCCCAGGAATAGAGACTTGCCGGGCTCGGCCCTTCGGGGAG

Agel (945)
SgrAl (945)
901 TTGGCAGACGCCAGAGGCCAGGCTEECTCECCCAGCECATCACCACCCETCEECTARGCACAGACAGAGEECAGCACAGECTTCCCCCAGAAGACTGAGA

1001 GGCCCCCCAGAGGCATCCACAGAGGACCCCAGCTGTGCTGCCCAAGCTGGGCGACCGCCAAACCTTAGCGGCCCAGCTGACAAAAGCCTGCCCTCCCCCA

1101 GGGTCCCCGGAGAGCTGGTGCCTCCCCTGGGTCCCAATTTGCATGGCAGGAAGGGGCCTGGTGAGGAAGAGGCGGGGAGGGGACAGGCTGCAGCCGGTGC

Ncol (1269)
1201 AGTTACACGTTTTCCTCCAAGGAGCCTCGGACGTTGTCACGGGTTTGGGGTCGGGGACAGAGCGGTGACCATGGTTCTGGGGCCCTGCATGCTGCTGCTG

#~M V L GP CML L L
1301 CTGCTGCTGCTGGGCCTGAGGCTACAGCTCTCCCTGGGCATCATCCCAGTTGAGGAGGAGAACCCGGACTTCTGGAACCGCGAGGCAGCCGAGGCCCTGG
12 L L LLGLRLQLSLGI I PVEEENPDTFWNREAATEA AL
1401 GTGCCGCCAAGAAGCTGCAGCCTGCACAGACAGCCGCCAAGAACCTCATCATCTTCCTGGGCGATGGGATGGGGGTGTCTACGGTGACAGCTGCCAGGAT
44 G A A K K LQPAQTAAKNTLI I FLGDGMGVYSTVTAARI

Ndel (1564)

1501 CCTAAAAGGGCAGAAGAAGGACAAACTGGGGCCTGAGATACCCCTGGCTATGGACCGCTTCCCATATGTGGCTCTGTCCAAGACATACAATGTAGACAAA
77 L K G QKKDKTULGPEIPLAMDRTFPYVALSKTYNVDK
1601 CATGTGCCAGACAGTGGAGCCACAGCCACGGCCTACCTGTGCGGGGTCAAGGGCAACTTCCAGACCATTGGCTTGAGTGCAGCCGCCCGCTTTAACCAGT
111 HV PDSGATATAYLCGVHKGNTFOQTIGLSAAARTFEFNDQ Q
1701 GCAACACGACACGCGGCAACGAGGTCATCTCCGTGATGAATCGGGCCAAGAAAGCAGGGAAGTCAGTGGGAGTGGTAACCACCACACGAGTGCAGCACGC
144 C N T TR GNEV I SVMNRAKKAGKS SVYGVVY TTTRVYOQHA
1801 CTCGCCAGCCGGCACCTACGCCCACACGGTGAACCGCAACTGGTACTCGGACGCCGACGTGCCTGCCTCGGCCCGCCAGGAGGGGTGCCAGGACATCGCT
177" S PAGTYAHTVNRNWYSDADVPASARQEGCIOQD I A
1901 ACGCAGCTCATCTCCAACATGGACATTGATGTGATCCTGGGTGGAGGCCGAAAGTACATGTTTCGCATGGGAACCCCAGACCCTGAGTACCCAGATGACT
210 TQ L I SNMD I DV ILGGGRIKYMFRMGTPDPETYTPDD
2001 ACAGCCAAGGTGGGACCAGGCTGGACGGGAAGAATCTGGTGCAGGAATGGCTGGCGAAGCGCCAGGGTGCCCGGTATGTGTGGAACCGCACTGAGCTCAT
244/ Y S Q GG TR LDGKNLVQEWLAKRQGARYVWNRTETLM
2101 GCAGGCTTCCCTGGACCCGTCTGTGACCCATCTCATGGGTCTCTTTGAGCCTGGAGACATGAAATACGAGATCCACCGAGACTCCACACTGGACCCCTCC
277" Q AS LDP SV THLMGLTFEPGDMKYTETIHRDSTLDPS

Sacll (2251)
2201 CTGATGGAGATGACAGAGGCTGCCCTGCGCCTGCTGAGCAGGAACCCCCGCGGCTTCTTCCTCTTCGTGGAGGGTGGTCGCATCGACCACGGTCATCACG

31" LM EMTEAALRLLSRNPRGTFFLFVEGGRIDHGHH
2301 AAAGCAGGGCTTACCGGGCACTGACTGAGACGATCATGTTCGACGACGCCATTGAGAGGGCGGGCCAGCTCACCAGCGAGGAGGACACGCTGAGCCTCGT
344 E S RAYRALTETIMFDDAIERAGQLTSEEDTLSILYV
2401 CACTGCCGACCACTCCCACGTCITCTCCTTCGGAGGCTACCCCCTGCGAGGGAGCTCCATCTTCGGGCTGGCCCCTGGCAAGGCCCGGGACAGGAAGGCT
377" TADHSHY FSFGGYPLRGSSI FGLAPGEKARDTEREKA
2501 TACACGGTCCTCCTATACGGAAACGGTCCAGGCTATGTGCTCAAGGACGGCGCCCGGCCGGATGTTACCGAGAGCGAGAGCGGGAGCCCCGAGTATCGGL
411 Y TVLLYGNGPGYVLKDGARPDVYVTESESGSPEVYR
2601 AGCAGTCAGCAGTGCCCCTGGACGAAGAGACCCACGCAGGCGAGGACGTGGCGGTGTTCGCGCGCGGCCCGCAGGCGCACCTGGTTCACGGCGTGCAGGA
444 Q Q S AVP LDEETHAGEDVAVF FARGPOQQAHTLVYHGVYVOQE
2701 GCAGACCTTCATAGCGCACGTCATGGCCTTCGCCGCCTGCCTGGAGCCCTACACCGCCTGCGACCTGGCGCCCCCCGCCGGCACCACCGACGCCGCGCAL
477* Q TF I AHVMAFAACLEPYTACDLAPPAGTTDAAH
Nhel (2835)
2801 CCGGGGCGGTCCCGGTCCAAGCGTCTGGATTGAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGA
511 P G R S RS KR LD -«

Mfel (2984)
2901 AAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTA

3001 TGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTAATTCTAAAATACAGCATAGCAAAACT

[

3101 TTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGECTGTTGCCAATGTGCATTAGCTGTTTGCAGCC
3201 TCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCC
3301 CTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAAT
3401 ATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTATCCTCAGTCCTGCTCCT

124 « D Q E E



3501 CTGCCACAAAGTGCACGCAGTTGCCGGCCGGGTCGCGCAGGGCGAACTCCCGCCCCCACGGCTGCTCGCCGATCTCGGTCATGGCCGGCCCGGAGGCGTC
1200 AVFHVCNGAPDRLAFERGWP QEGI I ETMAPGSATD
3601 CCGGAAGTTCGTGGACACGACCTCCGACCACTCGGCGTACAGCTCGTCCAGGCCGCGCACCCACACCCAGGCCAGGGTGTTGTCCGGCACCACCTGGTCC
g7 4 R FN TSV VESWEAYLEDLGRVYWVYVWATLTNDTPVVQD
SgrAl (3742)
3701 TGGACCGCGCTGATGAACAGGGTCACGTCGTCCCGGACCACACCGGCGAAGTCGTCCTCCACGAAGTCCCGGGAGAACCCGAGCCGGTCGGTCCAGRAALCT
534Q VA S | FLTVDDRVYVVGAFDDEVTFDRSTFGLRDTMWEFE
3801 CGACCGCTCCGGCGACGTCGCGCGCGGTGAGCACCGGAACGGCACTGGTCAACTTGGCCATGATGGCTCCTCCTGTCAGGAGAGGAAAGAGAAGAAGGTT
200 VAGAVDRATLVPVASTLEKAM-=-
Mfel (3905)
3901 AGTACAATTGCTATAGTGAGTTGTATTATACTATGCAGATATACTATGCCAATGATTAATTGTCAAACTAGCGCTGCAGCTTAATTAAGAACATGTGAGC

-

4001 AAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCA

4101 AGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCG

4201 GATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGG

4301 CTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCA

4401 GCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTAT

4501 TTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGT

4601 TTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAA

4701 GGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCA






