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Pvul (7)
Sgfl (6) Mfel (82)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Ncol (564)
BspEl (558)
501 CTGAGATCACCGGCTCCGGACCATGGAGTCAAGCAAAAAGATGGATGCTGCTGGCA
- 1* M E S S K KM DA A G

601 CACTGCAGCCTAACCCACCCCTAAAGCTGCAGCCTGATCGCGGCGCAGGGTCCGTGCTCGTGCCGGAGCAAGGAGGCTACAAGGAGAAGTTTGTGAAGAC
12T L Q P NP P L KL QPDIR GAGSVLVPEN- QGG GYIKTETZKTF VKT
Agel (771)
Mscl (766)
701 GGTGGAAGACAAGTACAAGTGCGAGAAGTGCCGCCTGGTGCTGTGCAACCCGAAGCAGACGGAGTGTGGCCACCGGTTCTGC GAGAGCTGCATGGCCGCC
45 'V E D K Y K C E K CR L VL CNZPI KA QTET CGHT RT FT CES ST CMAA
Dralll (826)
BstAPI (825)

801 CTGCTGAGCTCCTCCAGTCCAAAATGCACAGCGTGCCAAGAAAGCATCATCAAAGACAAGGTGTTTAAGGATAATTGCTGCAAGAGAGAGATTCTGGCCC
79 L L S S S S P K C TACOQES 1 I KDIKVF KWUDNT CT CI KT RTETI L A
901 TTCAGGTCTACTGTCGGAATGAAGGCAGAGGTTGTGCGGAGCAGCTGACTCTGGGACATCTGCTGGTGCACCTAAAAAATGAATGTCAGTTTGAGGAACT
112 L Q VY C R N E G R G CA E QL TLGHULIULVHLIKNETCA QTFTETEL

Scal (1030) Stul (1065) BstAPI (1092)
1001 TCCCTGTCTGCGTGCCGACTGCAAAGAAAAAGTACTGAGAAAAGACTTGCGGGATCACGTGGAAAAGGCCTGTAAATACCGCGAGGCCACGTGCAGTCAC
145 P C L R A D C K E K VL R KDL RDUHV EKAT CIKYIREA ATT CSH
1101 TGCAAGAGCCAAGTGCCCATGATCAAACTGCAGAAACATGAAGACACAGATTGTCCCTGTGTGGTGGTATCCTGCCCTCACAAGTGCAGCGTTCAGACTC
179 C K S Q VP M1l K L Q K HEDTWDT C®PTCVV VS CPHIKTCSWVAQT

Ecod7IIT (1266)

1201 TTCTAAGGAGTGAGTTGAGTGCACACTTGTCCGAGTGTGTCAATGCCCCCAGCACCTGTAGTTTTAAGCGCTATGGCTGCGTTTTTCAGGGTACAAACCA
212 L L R S E L S A HL SEU CVNAPSTU CST FI K RYGCVF QGTNAQ

Sfil  (1309) SacIl (1326)
1301 GCAGATCAAGGCCCATGAGGCCAGCTCCGCGGTACAGCACGTGAACCTGCTGAAGGAGTGGAGCAACTCCCTGGAGAAGAAGGTTTCCCTGCTGCAGAAT
245 Q | K A HE A S S AV QHVNULTLTZIKTEWMWSNSTLTET KT KVSLLQN

BglIl (1443)
1401 GAAAGTGTTGAGAAAAACAAGAGCATCCAAAGCCTGCACAACCA%ATCTGCAGCTTTGAGATCGAGATTGAGAGGCAGAAGGAGATGCTCCGAAACAACG
279 E S V E K N K S I Q S L HNQI CSTFE'I E 1 ER QKEMTLR RNN
1501 AGTCCAAGATCCTTCACCTGCAGCGGGTAATCGACAGCCAAGCAGAGAAACTGAAAGAACTGGACAAGGAGATCCGTCCCTTCCGGCAGAACTGGGAGGA
312 E S K I L HL QR VI DS QATEI KULIKTETLUDIZKTETI RUPTFIRIQNWEE
Sapl (1612)
1601 AGCGGACAGCATGAAGAGCAGTGTGGAGTCCCTCCAGAACCGAGTGACTGAGCTGGAGAGCGTAGACAAAAGTGCGGGGCAGGCGGCTCGCAACACAGGC
345 A D S M K S SV E S L QNIRVTEILTESVDIKSAG QAARNTG

NgoMIV (1719) BspHI (1744) Xhol (1787)
1701 TTGCTGGAGTCCCAGCTGAGCCGGCATGACCAGATGTTGAGTGTTCATGACATCCGCTTGGCCGACATGGACCTGCGGTTCCAGGTCCTCGAGACCGCCA
379 L L E S Q L S R HDQMULSVHDIRLADMMDILURTFIOQVLETA

Tth1111 (1870)
1801 GCTACAACGGGGTGCTGATCTGGAAGATCCGTGACTACAAGCGCCGGAAGCAGGAGGCCGTCATGGGGAAGACCCTGTCTCTCTACAGCCAGCCTTTCTA
412 S Y N G V L I W K I R DY KR RK QEAVMGI KTUL SLY S QFPFY
1901 CACAGGTTATTTTGGCTATAAGATGTGTGCCAGGGTCTACCTGAATGGGGACGGAATGGGGAAAGGGACACACTTGTCGCTGTTTTTTGTCATTATGCGT
445 T G Y F G Y KM CARVYLNGDGMGIKGTHLSLFF VI MR
Neol (2021)
2001 GGAGAATATGATGCTCTGTTGCCATGGCCGTTCAAGCAGAAAGTGACACTTATGCTGATGGATCAGGGGTCCTCTCGCCGTCATCTGGGAGATGCGTTCA
479 G E Y D AL L PWZPZFIKOQKVTLMLMDI OQSGS S S RI RHLGDATF

BsaBI (2143) Xbal (2188)

2101 AGCCCGACCCCAACAGCAGCAGCTTCAAGAAACCCACCGGAGAGATGAATATCGCCTCTGGCTGCCCAGTCTTTGTCGCCCAAACTGTTCTAGAGAACGG

512Kk P D P NS S S F KKUPTGEMNIASTGT C®PVTFVAOQTVTLTENSG
Mscl 2298)

Nhel (2292)
2201 GACGTATATTAAAGATGATACAATCTTTATTAAGGTCATAGTGGATACCTCGGATCTGCCTGACCCCTGACAAGAAAGCAGGGCGGTGGATTGCTAGCTG
545 T Y | K D DT 1 F I KV I VDTS DTLTUEPDTP e
2301 GCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTA

Hpal (2430) Mfel (2441)
2401 TTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCA

EcoRI (2526)
2501 AGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATG
-




2601 AATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGT

Sapl (2708) SspI  (2765) Swal (2779)
2701 TTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAAT

2801 GAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAA

2901 TAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCA
414 ¢ N R T Y K L P I L E E I T T K V L K G N M
BstXI (3069)

3001 TCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGA
1194 E | L V F ¢ D P A Y DS 1|l L ERCMSGT C?®PSVVZR Il SRDVEDS
3101 GTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCA
864 Y P H R VA V I T DFD K QGNZSVASGI A I A EATCVTVRSG

Stul (3204)
3201 ATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCT
5241 Y A E I HV A S I | EGTKTRI A AGVHHIKNDTEYLMT Il K
Xmnl (3346)
3301 TCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATAT
199 E T AV E VL E L DQQS I NFTIKM=-
Asel (3412)
3401 ACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTAC
o

Spel (3567)
3501 ACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATG
e

SnaBI (3695)
3601 GGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGT

3701 AGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGG

Ndel (3800)
3801 CATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACA

Pacl (3986)

Sdal (3978) BspLU11I
3901 TACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACAT
- —

4001 GTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGA

4101 CGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGC

4201 TTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA

4301 GCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCA

4401 CTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAA

4501 CAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTT

4601 TTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCA

Eagl (4746)
Pacl (4726) Swal (4735)  Notl (4745)
4701 CGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTG

4801 TGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTT
4901 CTCTATCGAA
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