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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

Kasl (535) Agel (552) BspHI (568)  Kasl (581)

501 CTGAGATCACCGGTAGGAGGGCCATCATGACAGTGCTGGCGCCAGCCTGGAGCCCA

I iI* M T VL A P A WS P
601 AATTCCTCCCTGTTGCTGCTGTTGCTGCTGCTGAGTCCTTGCCTGCGGGGGACACCTGACTGTTACTTCAGCCACAGTCCCATCTCCTCCAACTTCAAAG
11 N S S L L L L L L L L SPCLUZRGTZ®PDT CYTFSHSZPI SSNTFK

701 TGAAGTTTAGAGAGTTGACTGACCACCTGCTTAAAGATTACCCAGTCACTGTGGCCGTCAATCTTCAGGACGAGAAGCACTGCAAGGCCTTGTGGAGCCT

44V K F R E L T DHULLI KDY PV TVAVNILIGQDTEI KHT CIKATLWS L
Ecod7III (811) BbslI (830)

801 CTTCCTAGCCCAGCGCTGGATAGAGCAACTGAAGACTGTGGCAGGGTCTAAGATGCAAACGCTTCTGGAGGACGTCAACACCGAGATACATTTTGTCACC
77* ' F L A QR W I EQLKTVAGSI KMAOQTTULULTEUDVNTTETI HTFVT

901 TCATGTACCTTCCAGCCCCTACCAGAATGTCTGCGATTCGTCCAGACCAACATCTCCCACCTCCTGAAGGACACCTGCACACAGCTGCTTGCTCTGAAGC
111 S ¢ T F Q P L P E C L R F VQTNI SHULULI KU DTT CTW OQLULATLK

1001 CCTGTATCGGGAAGGCCTGCCAGAATTTCTCTCGGTGCCTGGAGGTGCAGTGCCAGCCGGACTCCTCCACCCTGCTGCCCCCAAGGAGTCCCATAGCCCT
144¢Pp C | G K A C Q NF SR CLEWVQCOQ®PDSSTLL®PU®PR RSP I AL

BstAPI (1133) Eco01091 (1195)

1101 AGAAGCCACGGAGCTCCCAGAGCCTCGGCCCAGGCAGCTGTTGCTCCTGCTGCTGCTGCTGCTGCCTCTCACACTGGTGCTGCTGGCAGCCGCCTGGGGC

177 E A T E L P E PR PR QL L L L LLULULULZPLTLUVLLAAAWRG
Mscl  (1294)
Avrll (1264) Nhel (1288)

1201 CTTCGCTGGCAAAGGGCAAGAAGGAGGGGGGAGCTCCACCCTGGGGTGCCCCTCCCCTCCCATCCCTAGGATGCGAGCCTTGTGCATCGCTAGCTGGCCA
211 L R W Q R A R R R G E L HP GV P L P S H P o —_—

1301 GACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTG

Hpal (1426) Mfel (1437)
1401 TAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTA

EcoRI (1522)
1501 AAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATA
e

1601 AGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGA

Sapl (1704) SspI (1761) Swal (1775)
1701 ACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAA

Eco01091 (1836)
1801 ATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGA

1901 AATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTC
3414 ¢ N R T Y K L P I L E E I T T K V L K G NM E
BstXI (2065)

2001 AATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAG
1184 1 L V F ¢ D P A Y DS |1 L ERCMGT C?®PSVVZ Rl SRDVETDS'Y
2101 GGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGT

844P H R V A V I T D F D K QGNSVASGI A I A EATCVTVZRG I Y
2201 AGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTC
514 A E | H V A S | Il E G T K T R I A A GV HHIKNWDEY L MT I K E

Bbsl (2346)
Xmnl (2342)
2301 AGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTA
184 T AV E V L E L D QQS I NTFTIKM-
Asel (2408)
2401 TGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGC
—

Spel (2563)
2501 CTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGT
e

SnaBI (2691)
2601 GGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGAT




Ndel (2796)
2701 GTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATA

2801 TGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACG

Pacl (2982)
Pstl (2975)

Sdal (2974) BspLU11I (2992)
2901 TCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGA
-

3001 GCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCT

3101 CAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTAC

3201 CGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTG

ApaLI (3306)
3301 GGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGG

3401 CAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGT

3501 ATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTT

3601 GTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTT

Eagl (3742)
Pacl (3722) Swal (3731) NotI (3741)
3701 AAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAA

3801 TCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCT
3901 ATCGAA
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