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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindlIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
BstEII (555) Bsp1201 (564)
Agel (552) Ncol (560)
501 CTGAGATCACCGGTCACCATGGGCCCGCAGGCGGCAGCTGGCAGGATGATTCTGCT
- 1M G P QA AAGRM I L L
BamHI (654)

601 GGTGGTCCTGATGCTGTCTGCGAAGGTCGGGAGTGGAGCTTTGACGAGCACCGAGGATCCTGAGCCTCCCTCGGTGCCTGTACCGACGAATGTTCTAATT
13 vV LML SAKVGSGALTSTEDU®PTEW®P®PSV PV P TNV L I
BsrGI (768)
701 AAGTCTTATAACTTGAACCCTGTCGTATGCTGGGAATACCAGAACATGTCACAGACTCCTATTTTTACTGTACAGGTAAAGGTGTATTCGGGTTCCTGGA
47" K S Y N L NPV VCWETYAQNMSQT®P I FTVQV KV Y SG SW
801 CTGATTCCTGCACCAACATTTCTGATCATTGTTGTAATATCTATGGACAAATTATGTATCCTGATGTATCTGCCTGGGCCAGAGTTAAAGCTAAGGTTGG
8T D S C T N I S DHOCCN 1T YGQ I MY PDV SAWATURVYVIKATZK VG
Bsp1201 (961)
901 ACAAAAAGAATCTGACTATGCACGGTCAAAAGAGTTCCTTATGTGCCTAAAGGGAAAGGTCGGGCCCCCTGGCCTGGAGATCAGGAGGAAGAAGGAAGAA
113 Q K E S D Y A R S K E F LMOCULIKS G KV G PPGLE I RRK K E E
1001 CAGCTCTCCGTCCTCGTATTTCACCCTGAAGTCGTTGTGAATGGAGAGAGCCAGGGAACCATGTTTGGTGACGGGAGCACCTGTTACACATTCGACTATA
147 Q L SV LV FHPEVV VNG GESQGTMT FGDTGSTTCYTFDY
1101 CTGTGTATGTGGAGCATAACCGGAGTGGGGAGATCCTACATACGAAACATACGGTCGAAAAAGAAGAGTGTAATGAGACTCTGTGTGAGTTAAACATCTC
189¥T V Y V EHN R S G E I LHTKWHTVEZKTETET CNTETTILT CETLNI S
1201 AGTATCCACACTGGATTCCAGATATTGTATTTCAGTAGACGGAATCTCATCTTTCTGGCAAGTTAGAACAGAAAAATCGAAAGACGTCTGTATCCCTCCT
213 v .S T L D S R Y C I SV DG I SSFWAQVIRTEIZKSKWDUWVTC I PP
Bst11071 (1389)
1301 TTCCATGATGACAGAAAGGATTCAATTTGGATTCTGGTGGTTGCTCCTCTTACCGTCTTTACAGTAGTTATCCTGGTATTTGCGTATTGGTATACTAAGA
247 F H DD RKD S IW I LVVAU®PULTVEFTVV I LV FAYWYTHK
EcoRI (1401)
1401 AGAATTCATTCAAGAGAAAAAGCATAATGTTACCTAAGTCCTTGCTCTCTGTGGTAAAAAGTGCCACGTTAGAGACAAAACCTGAATCGAAGTATTCACT
280K N S F K R K S I M L P K S L L SVVIK SATLETI KPESIK Y S L
Sapl (1549)
1501 TGTCACACCGCACCAGCCAGCTGTCCTAGAGAGTGAGACGGTGATCTGTGAAGAGCCCCTGTCCACAGTGACAGCTCCAGACAGCCCCGAAGCAGCAGAA
33 v T P HQ PAV L ESETV I CEE®PLSTVTAZPD S PEAAE
1601 CAGGAAGAACTTTCAAAAGAAACAAAGGCTCTGGAGGCTGGAGGAAGCACGTCTGCCATGACCCCAGACAGCCCTCCAACTCCGACACAAAGACGCAGCT
347 Q E E L S K ET K A L EAGG ST SAMT®PD SPPTPTIQRR RS
Xeml (1796)
1701 TTTCCCTGTTAAGTAGTAACCAGTCAGGCCCTTGTAGCCTCACCGCCTATCACTCCCGAAACGGCTCTGACAGTGGCCTCGTGGGATCGGGCAGCTCCAT
380F S L L S S NQ SGUPCSLTAYHS S RNSG SDSGTULVSG SG S s 1
Ncol (1880)
Sfil (1875)
1801 ATCGGACTTGGAATCTCTCCCAAACAACAACTCAGAAACAAAGATGGCAGAGCACGACCCTCCACCCGTGAGAAAGGCCCCCATGGCCTCCGGTTATGAC
413 S D L E S L PNNNSETI KMATEUHTD®PUPUPV RKAPMASSG YD
Bsu36l1 (1991)
1901 AAACCGCACATGTTGGTGGACGTGCTTGTGGATGTTGGGGGGAAGGAGTCTCTCATGGGGTATAGACTCACAGGAGAGGCCCAGGAGCTGTCCTAAGGTC
447k K P HM LV DV LVDVGGIKESULMGYR RULTSGTEA AQTETL S e
Mscl (2020)
Stul (2005) Nhel (2014)
2001 TCCCGAGGCCTGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGA

Hpal (2152)  Mfel (2163)
2101 AATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAG

EcoRI (2248)
2201 GTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTAC
- -

2301 TTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAG




Sapl (2430) Sspl (2487)
2401 ATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAAT

Swal (2501)
2501 AATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACT

2601 TAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTG
1494 « N R T Y K L P I L E E I T

Sacl (2762) BstXI (2791)

2701 GTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGA

1264T K V L K G NM E I LV FCDZPAYDS S I LETZRCMGT CT PSVV R I

2801 TGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTC
934 S RDV ED SYPH RVAV I TDFDUEKO QGNTSVATSG I A | AE

Stul (2926)

2901 AGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTG

604 A C V TV RG | YA E I HV A S I | EGTU KTHR R I AAGVHTHEKN
Bbsl (3072)

3001 TCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAG

264D E Y LM T I K ETAV EV L ELDG QQS I NFTKM=-
Asel (3134) Sacl (3191)

3101 TCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGC

-

Spel (3289)
3201 TTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAA
-

3301 CAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATG

SnaBI (3417)
3401 GTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGA

Ndel (3522)
3501 CGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCC

3601 TATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACG

PaclI (3708)

PstI (3701)

Sdal (3700)
3701 CCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCC
-

3801 TGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGC

3901 TCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTT

ApaLlI (4032)
4001 CGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCC

4101 GGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCT

4201 AACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAA

4301 CCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGA

Eagl (4468)
Pacl (4448) Swal (4457) Notl (4467)
4401 CGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTAC

4501 ATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGC
4601 AAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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