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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Sphl (566)
KasI (535) BspEl (558)
501 CTGAGATCACCGGCTCCGGACAGCATGCCCCTGCTGACACTCTACCTGCTCCTCTT
> i*M P L L T L Y L L L F
Agel (634) BsrBI (661)
601 CTGGCTCTCAGGCTACTCCATTGCCACTCAAATCACCGGTCCAACAACAGTGAATGGCTTGGAGCGGGGCTCCTTGACCGTGCAGTGTGTTTACAGATCA
117 w L S G Y S I A T QI T GP T TVNGLTEHR RGSTULTVQCVYRS
701 GGCTGGGAGACCTACTTGAAGTGGTGGTGTCGAGGAGCTATTTGGCGTGACTGCAAGATCCTTGTTAAAACCAGTGGGTCAGAGCAGGAGGTGAAGAGGG
45 G W E T Y L K WWTCURGA I WRDG CZK I L VKTSSGSTETGQE VKR
Neol (848) BspHI (860)
801 ACCGGGTGTCCATCAAGGACAATCAGAAAAACCGCACGTTCACTGTGACCATGGAGGATCTCATGAAAACTGATGCTGACACTTACTGGTGTGGAATTGA
78D R V.S | K D NQK NURTTFTVTMETDTLMTIKTUDAUDTYWTCG G I E
901 GAAAACTGGAAATGACCTTGGGGTCACAGTTCAAGTGACCATTGACCCAGCACCAGTCACCCAAGAAGAAACTAGCAGCTCCCCAACTCTGACCGGCCAC
111 K T G N D L G VT VQ V T I DPAPVTQETETSSS®PTLTGH
1001 CACTTGGACAACAGGCACAAGCTCCTGAAGCTCAGTGTCCTCCTGCCCCTCATCTTCACCATATTGCTGCTGCTTTTGGTGGCCGCCTCACTCTTGGCTT
145* H L D N R H K L L KL SV LLPULI F TI1l1 L LLLULVAASTILTLA
BStAPI (1146) Pvull (1198)
1101 GGAGGATGATGAAGTACCAGCAGAAAGCAGCCGGGATGTCCCCAGAGCAGGTACTGCAGCCCCTGGAGGGCGACCTCTGCTATGCAGACCTGACCCTGCA
178#W R M M K Y Q Q K A A GM SPEI QVLI QPTLTESGDTLTCYADTLTTLQ
HindIII (1234) Neol (1280)
1201 GCTGGCCGGAACCTCCCCGCAAAAGGCTACCACGAAGCTTTCCTCTGCCCAGGTTGACCAGGTGGAAGTGGAATATGTCACCATGGCTTCCTTGCCGAAG
211 L A G T S P Q KA T TIKULSSAQVDA QVEVEYVTMASTLTZPK
Bsu361 (1399)

Nsil  (1313) Bsp1201 (1395)
1301 GAGGACATTTCCTATGCATCTCTGACCTTGGGTGCTGAGGATCAGGAACCGACCTACTGCAACATGGGCCACCTCAGTAGCCACCTCCCCGGCAGGGGCC
245 E D I S Y A S L T L GAEDA QEW®PTYU CNMGHTLSSHLUPGRSG

Mscl  (1446)
Stul (1432) Nhel (1440)
1401 CTGAGGAGCCCACGGAATACAGCACCATCAGCAGGCCTTAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATG
278¥P E E P T E Y S T I S R P e

Hpal (1578) Mrfel (1589)
1501 CAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTC

EcoRI (1674)
1601 ATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAA
e

1701 CTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAG

Sapl (1856)
1801 CCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATT

SspI  (1913) Swal (1927)
1901 CCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATA

2001 ATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACT
414 ¢ N R T Y K
Sacl (2188)
2101 TGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCA
1354 L P | L E E I T T K V L K GNWME 1l L VF CDUZPAYDS S I L E R C
BstXI (2217)
2201 CATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTC
1024 M G C P S V.V R I S R DV EWDSYPHRVAV I TDTFUDZIKIQGNS
Stul (2352)
2301 ACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGA
684V A S G I A I A E A CV TV RGI YAEI HVAS I | EGTK TR I
BbsI (2498)
Xmnl (2494)
2401 TGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGT
354 A A GV HHIKNDTEYLMTIlI KETAVEVLTETLWDAO QQS 1T NFT




BspHI (2502) Asel (2560)
2501 CTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTAT
24 K M - el
Sacl (2617)
2601 CTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGA

Spel (2715)
2701 AAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTG
-

SnaBI (2843)
2800 ATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAAT

Ndel (2948)
2900 GCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTC

3000 CACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGC

Sdal (3126)Pacl (3134) BspLU11I (3144)
3100 GGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTG
-

3198 CTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGG

3298 CGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTC

ApaLI (3458)
3398 TCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTA

3498 TCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCG

3598 GTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAG

3698 AGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAA

Eagl (3894)
Pacl (3874) Swal (3883)  NotI (3893)
3798 GATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGG

3898 CCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAAC
3998 AAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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