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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Pspl14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Sphl (560)
Agel (552) Xmnl (576)

501 CTGAGATCACCGGTCAGCATGCTTTTGAGCCAGAATGCCTTCATCGTCAGATCACT

- i*M L L S Q NA F I V R S L

Ndel (644) EcoRV (687)
601 TAATTTGGTTCTCATGGTGTATATCAGCCTCGTGTTTGGTATTTCATATGATTCGCCTGATTACACAGATGAATCTTGCACTTTCAAGATATCATTGCGA
13 N L VLM VY Il SLVFGI SYDSU®PODYTUDTESTCTTFIKTI1I S LR

BspHI (776)
Bst11071 (768)
701 AATTTCCGGTCCATCTTATCATGGGAATTAAAAAACCACTCCATTGTACCAACTCACTATACATTGCTGTATACAATCATGAGTAAACCAGAAGATTTGA
47 N F R S I L S WE L KNHS I VP THYTULLYTI1I MS K P E DL
801 AGGTGGTTAAGAACTGTGCAAATACCACAAGATCATTTTGTGACCTCACAGATGAGTGGAGAAGCACACACGAGGCCTATGTCACCGTCCTAGAAGGATT
80K V V K NCA NTTW R S F CDULTUDEMWRSTHTEAY VTV L E GF

Psp14061 (912) BspLU11I (953)
901 CAGCGGGAACACAACGTTGTTCAGTTGCTCACACAATTTCTGGCTGGCCATAGACATGTCTTTTGAACCACCAGAGTTTGAGATTGTTGGTTTTACCAAC
113 S G N T T L F S C S HNTFWLAI DMSFEPPETFEI VGF TN

Asel (1003)

1001 CACATTAATGTGATGGTGAAATTTCCATCTATTGTTGAGGAAGAATTACAGTTTGATTTATCTCTCGTCATTGAAGAACAGTCAGAGGGAATTGTTAAGA

147 H | N VM V K F P S | V E E E L Q F DL S L VI EENIQSTEGTI1 VK

1101 AGCATAAACCCGAAATAAAAGGAAACATGAGTGGAAATTTCACCTATATCATTGACAAGTTAATTCCAAACACGAACTACTGTGTATCTGTTTATTTAGA

180K H K P E I K G NM S GNTF T Y I I DKUL1T P NTNYCV S VY L E
BstAPI (1276)

1201 GCACAGTGATGAGCAAGCAGTAATAAAGTCTCCCTTAAAATGCACCCTCCTTCCACCTGGCCAGGAATCAGAATCAGCAGAATCTGCCAAAATAGGAGGA

213 H S D E QA V I K SPLIKZ CTULULU®P®PG QESESAESAIKI I GG
1301 ATAATTACTGTGTTTTTGATAGCATTGGTCTTGACAAGCACCATAGTGACACTGAAATGGATTGGTTATATATGCTTAAGAAATAGCCTCCCCAAAGTCT
247 1 | T V F L I AL VL TS T I VTLIKWI GY I CLRNSZSILUPKV

XemI (1454)

Ncol (1454)

BstXI (1454)
1401 TGAATTTTCATAACTTTTTAGCCTGGCCATTTCCTAACCTGCCACCGTTGGAAGCCATGGATATGGTGGAGGTCATTTACATCAACAGAAAGAAGAAAGT
280kL N F H N F L AWPTFUPNLUPPLEAMDMMVYVEUVI Y I NR K K KV

Nsil  (1576)
1501 GTGGGATTATAATTATGATGATGAAAGTGATAGCGATACTGAGGCAGCGCCCAGGACAAGTGGCGGTGGCTATACCATGCATGGACTGACTGTCAGGCCT
313 w D Y NY DDE SDSDTEAAPRTSGSGGY TMHGTLTVRUP
Bsu361 (1672)
1601 CTGGGTCAGGCCTCTGCCACCTCTACAGAATCCCAGTTGATAGACCCGGAGTCCGAGGAGGAGCCTGACCTGCCTGAGGTTGATGTGGAGCTCCCCACGA
347" L G Q AS AT S TE SQL I DPESETETEW®PDULU®PEVDVETLTUPT
Bsp120I (1738)
1701 TGCCAAAGGACAGCCCTCAGCAGTTGGAACTCTTGAGTGGGCCCTGTGAGAGGAGAAAGAGTCCACTCCAGGACCCTTTTCCCGAAGAGGACTACAGCTC
380kM P K D S P Q Q L E L L S G?PCEI R RIKSU®PLAQDUZ®PTFU®PETETDY S S
1801 CACGGAGGGGTCTGGGGGCAGAATTACCTTCAATGTGGACTTAAACTCTGTGTTTTTGAGAGTTCTTGATGACGAGGACAGTGACGACTTAGAAGCCCCT
413 T E G S G GR I T FNVDULNSVFILRVLUDUDTETDSTUDTDTLTEATFP
BamHI (1941)
1901 CTGATGCTATCGTCTCATCTGGAAGAGATGGTTGACCCAGAGGATCCTGATAATGTGCAATCAAACCATTTGCTGGCCAGCGGGGAAGGGACACAGCCAA
447 L M L S S HL E EMVDZPEUDUZPIDNVQSNUHLTILASGTETGTNSOQTP®P
2001 CCTTTCCCAGCCCCTCTTCAGAGGGCCTGTGGTCCGAAGATGCTCCATCTGATCAAAGTGACACTTCTGAGTCAGATGTTGACCTTGGGGATGGTTATAT
48T F P S P S S E G L WS EDAPSDA QSUDTSESDVDLGHDG Y I
Nhel (2128)

2101 AATGAGATGACTCCAAAACTAT GAATGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAA
513 M R e

Hpal (2266) Mfel (2277)
2201 TGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTC

EcoRI (2362)
2301 AGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCA
-

2401 AATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTT




Sapl (2544)
2501 TCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTA

SspI  (2601) Swal (2615)
2601 AAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGT

2701 TTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGA

414 ¢« N R T Y K L P I L
2801 GTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGG
1314 E E I T T K VvV L K G NM E I LV F CDUPAYDS S 1l L ERT CMGTCF®P

BstXI (2905)

2901 GCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCA
984 S v V R I S R DV E D S Y P HR VAV I TDFWDJI KI QGNSUVASG
3001 ATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGA

6441 A I A E A CV T VR G I Y AE 1l HVA S I I E G T K TR I A A G V
BbsI (3186)
Xmnl (3182)
3101 CATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGC
31 H H K ND E Y L M T Il K ETAVEVLETLDA QQS 1T NFTIKM-E—
Asel (3248)
3201 CCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCAC
et

3301 TAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGA

Spel (3403)
3401 TTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
—_ e

SnaBI (3531)
3501 ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

Ndel (3636)
3601 TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

3701 CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

Pacl (3822)
Pstl (3815)

Sdal (3814) BspLU11I (3832)
3801 TAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCAT
e

3901 AGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAA

4001 GCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTG

ApaLI (4146)
4101 TAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGT

4201 CTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCT

4301 TGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTG

4401 ATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTT

Eagl (4582)
Pacl (4562) Swal (4571) Notl (4581)
4501 TCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATC

4601 TTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAG
4701 GCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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