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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCC CCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu361 (291)
201 GTGAACGTTC CGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMI (441)

Nael (441)
401

BspHI (560)
Agel (552)

501 CTGAGATCACCGGTCATCATGACATTTGCTGAGGACAAGACCTATAAGTATATCCG

> I M T FAEDKTYKY IR

601 AGACAACCACAGCAAGTTTTGCTGTGTTGACGTTCTGGAGATCCTGCCTTACCTGTCCTGCCTCACAGCTAGTGACCAGGATCGACTGCGGGCTTCCTAC
13 DNHSKFCCVDVLE ILPYLSCLTASDAO QDR RLTR RASY
NgoMI (752)
Nael (752) BgllI (791)
701 AGGCAGATCGGGAACCGGGACACACTCTGGGGACTCTTCAATAATCTCCAGCGCCGGCCTGGCTGGGTGGAGGTCTTCATCCGGGCACTGCAGATCTGTG
47 R Q I GNRDTLWGLFNNLQRRPGWVEVF IRALOQIC
BsrBI (867)
Xhol (827) EcoO1091 (856)
801 AGCTGCCTGGGCTGGCTGATCAAGTGACTCGAGTTTATCAGAGCTACCTGCCTCCGGGGACCTCACTCCGCTCCCTAGAGCCACTGCAGTTACCAGACTT
8YE L P GLADQVTRVYQSYLPPGTS SLRSLEPLOQLTPDTF
Ncol (954)
901 TCCTGCTGCGGTTTCTGGACCCTCTGCATTTGCGCCAGGTCACAACATCCCTGACCATGGCTTACGAGAGACACCAAGTTGCCCCAAGCCTGTCCAGGAC
113 P AAV S GPSAFAPGHNIPDHGLRETPSCPKPVQD
EcoRI (1026) Nrul (1064)
1001 ACCCAGCCACCAGAGTCCCCAGTAGAGAATTCAGAGCAACTCCTCCAGACCAACTCCGGGGCCGTCGCGAGGATGTCTGGTGGCTCTTTGATACCCTCTC
147 T QP PESPVENSEQLLQTNSGAVARMSGGSTL I PS
1101 CTAACCAGCAGGCTCTCAGCCCTCAGCCCTCCAGAGAGCATCAAGAGCAAGAACCAGAACTGGGTGGCGCCCACGCAGCAAATGTTGCCTCTGTTCCCAT
189 P N Q Q AL SPQPSREHQEQEPELGGAHAANVASVYVEP I
PshAI (1211) Bsu36I (1257)
1201 AGCAACCTATGGACCTGTGTCTCCAACCGTTTCCTTCCAGCCCCTTCCACGTACTGCCCTGAGGACAAACCTCTTGTCTGGGGTCACAGTATCAGCCCTA
23 AT Y G PV SPTVSFQPLPRTALRTNLLSGVTVSAL
BstEII (1357) Scal (1387)
1301 TCTGCTGATACCTCTTTGTCCTCCTCGTCCACTGGATCAGCTTTTGCAAAGGGAGCTGGTGACCAGGCCAAAGCTGCCACCTGTTTCAGTACTACACTCA
247 S AD T S L SSSSTGSAFAKGAGDQQAKAATC CTFSTTL
1401 CCAATTCTGTGACTACCAGCTCAGTGCCTTCTCCCAGATTGGTCCCAGTAAAAACCATGTCTTCCAAGTTGCCCCTCAGTTCAAAGTCCACTGCTGCGAT
280 T NSV TTSSVPSPRLVPVKTMSSKLPLSSKSTAAM
Mscl (1592)
1501 GACGTCTACTGTGCTCACCAATACAGCGCCATCAAAATTACCCAGCAACTCAGTGTATGCGGGCACAGTGCCATCCAGAGTGCCTGCTAGTGTGGCCAAA
338 TS TVLTNTAPSKLPSNSVYAGTVPSRVPASVAK
1601 GCACCTGCCAACACAATACCACCTGAGAGGAACAGCAAGCAAGCCAAGGAGACCCCGGAGGGTCCAGCAACCAAAGTCACCACTGGAGGCAACCAGACTG
347 AP ANT I PPERNSKOQAKETPEGPATKVYTTGGNRQT
1701 GACCAAATAGCAGTATCAGGAGCTTGCACTCTGGACCAGAGATGAGCAAGCCAGGTGTGCTGGTATCCCAGTTGGACGAGCCATTCTCAGCCTGCTCTGT
380G P NS S IRSLHSGPEMSKPGVYLVSQLDEPFSATCS SV
Ncol (1845)
1801 GGACCTTGCCATTAGCCCTAGCAGCTCCTTGGTCTCAGAACCCAACCATGGTCCAGAGGAGAATGAGTATTCGTCCTTTAGAATCCAGGTAGACGAAAGC
413 DLA I SPSSSLVSEPNHGPETENEYSSTFRIQVDTESS
1901 CCCAGTGCTGATCTATTAGGAAGCCCTGAGCCACTAGCCACCCAGCAGCCCCAAGAAGAGGAAGAACATTGTGCCAGTTCAATGCCCTGGGCTAAGTGGC
447 P S ADL LGSPEPLATQQPQETEETEHCASSMPWATIKW
ApaLl (2012) BamHI (2071)
2001 TTGGGGCCACCAGTGCACTCTTGGCTGTATTCCTGGCAGTGATGCTGTACCGTAGTAGGCGCCTGGCCCAGGGATCCTATCCCTATGATGTGCCAGACTA
480 L G AT SALLAVFLAVMLYRSRRLAQGSYPYDVPDY
Mscl (2174)
Ndel (2111) Nhel (2168)
2101 TGCTGGCTATCCATATGATGTTCCTGATTATGCTGGATACCCTTATGATGTGCCAGACTATGCCTAAAGCTAGCTGGCCAGACATGATAAGATACATTGA
513 AGYPYDVPDYAGYZPYDVPDYA.@ e
2201 TGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAAT

Hpal (2306) Mfel (2317)
2301 AAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTA

EcoRI (2402)
2401 TGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCT
L -

2501 GTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTA

Sspl (2641) Swal (2655)
2601 TGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGC

EcoO1091 (2716)
2701 AGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCG




2801 AGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAG
— 3434 ¢ NRTYKLP ILEE I TTKVLKGNME ILVFTCDFP
Sacl (2916)

Ecl1361I (2916) BstXI (2945)
2901 GAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAAT
1111 A YD S I LERCMGCPSVVRISRDVEDSYPHRVYVAVI

Stul (3080)

3001 GGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCA
74¢ TD FDKQGNSVASG IAIAEACVTVRG IYAETIHYVA
3101 GAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCT

444S | 1EGT K TR IAAGVHHKNDETYLMT I KETAVEVLE
BspHI (3230)
Xmnl (3222) Asel (3288)

3201 CCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAA
174 L DQQS INFTKM=-

Sacl (3345)
Ecl1361I (3345)
3301 AACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAA

-
Spel (3443)
3401 TGGGGCGGAGTTGTTACGACA GGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGT
-

SnaBI (3571)
3501 GAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGT

Ndel (3676)
3601 CCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGC

3701 CAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGG

Pacl (3862)
Sdal (3854) Pcil (3872)
Sbfl (3854) BspLU11I (3872)
3801 CGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGC
-

3901 CAGGAACCGTAAAAAGGCCGCGTTGCTGGCG CCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAAC

4001 CCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTC

ApaLl (4186)
4101 TCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCC

4201 CGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGG

4301 ATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGC

4401 TGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGG GTTTGCAAGCAGCAGATTAC

4501 GCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATC CTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGA GGTCATGGCT

Eagl (4622)
Pacl (4602) Swal (4611) NotI (4621)
4601 AGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTA CATTACATCTGTGTGTTGG GTGTGAATCGTAACTAACATACGCTCT

4701 CCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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