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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspHI (560)
Agel (552)
501 CTGAGATCACCGGTCATCATGAGTGGCCTGGGCCGGAGCAGGCGAGGTGGCCGGAG
- 1M S G L GR SRR G G R S
XemlI (625) BamHI (681)
Eco47III (617) Sapl (667) Scal (674) Acc65I (694)

601 CCGTGTGGACCAGGAGGAGCGCTTTCCACAGGGCCTGTGGACAGGGGTGGCTATGAGATCCTGCCCCGAAGAGCAGTACTGGGATCCTCTGCTGGGTACC
13 R VD Q E E R F P QGLWTGVAMIR RSTCZPETEAOQYWDZ®PLILGT
BstAPI (701)
701 TGCATGTCCTGCAAAACCATTTGCAACCATCAGAGCCAGCGCACCTGTGCAGCCTTCTGCAGGTCACTCAGCTGCCGCAAGGAGCAAGGCAAGTTCTATG
47 C M S C K T I C N H QS QR TUCAATFT CRSULSTCRIKTE- QGTZK F Y
Bsu36I (807)
801 ACCATCTCCTGAGGGACTGCATCAGCTGTGCCTCCATCTGTGGACAGCACCCTAAGCAATGTGCATACTTCTGTGAGAACAAGCTCAGGAGCCCAGTGAA
80D H L L R DC 1 S CAS I CGAQHUPIKAQCAY F CENZIKILR RSP VN
Acc65I (965)
901 CCTTCCACCAGAGCTCAGGAGACAGCGGAGTGGAGAAGTTGAAAACAATTCAGACAACTCGGGAAGGTACCAAGGATTGGAGCACAGAGGCTCAGAAGCA
113 L P P E L R R Q R S G E V E NN S DNJS GURY QG L EHRGSE A
Xmal (1011)
1001 AGTCCAGCTCTCCCGGGGCTGAAGCTGAGTGCAGATCAGGTGGCCCTGGTCTACAGCACGCTGGGGCTCTGCCTGTGTGCCGTCCTCTGCTGCTTCCTGG
147 S P A L P G L KL SADA QVALUVYSTLSGLT CLT CAVLTCTCTF.L
BamHI (1131) BsrBI (1152) BbsI (1182)
1101 TGGCGGTGGCCTGCTTCCTCAAGAAGAGGGGGGATCCCTGCTCCTGCCAGCCCCGCTCAAGGCCCCGTCAAAGTCCGGCCAAGTCTTCCCAGGATCACGC
180V A V A C F L K K R GDPTCSTCOQPUZ RSI RPIRIQS®PAIKS S QDWHA
NgoMIV (1207) BstAPI (1250)
1201 GATGGAAGCCGGCAGCCCTGTGAGCACATCCCCCGAGCCAGTGGAGACCTGCAGCTTCTGCTTCCCTGAGTGCAGGGCGCCCACGCAGGAGAGCGCAGTC
213 M E A G S PV S TS®PEWPVETT CS ST FT CFW®PET CRAPTI QESAV

SandI (1306) PshAI (1353)
1301 ACGCCTGGGACCCCCGACCCCACTTGTGCTGGAAGGTGGGGGTGCCACACCAGGACCACAGTCCTGCAGCCTTGCCCACACATCCCAGACAGCGGCCTTG
247 T P G T P DPTI CAGRMWGT CHTRTTUVLAQPTCPHI PDSGL

Bspl120I (1428)
1401 GCATTGTGTGTGTGCCTGCCCAGGAGGGGGGCCCAGGTGCATAAATGGGGGTCAGGGAGGGAAAGGAGGAGGGAGAGAGATGGAGAGGAGGGGAGAGAGA
280G | V C V P A Q E G G P G A
Mscl  (1507)
Nhel (1501)
1501 AGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCT

Hpal (1639) Mrfel (1650)
1601 ATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTT

EcoRI (1735)
1701 TTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTC
-

1801 TGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTT

Sapl (1917) Sspl  (1974) Swal (1988)
1901 TCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACAT

2001 CATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGG

2101 AACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCT
414 ¢ N R T Y K L P I L E E I T T K V L K
BstXI (2278)

2201 TGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCAC
1224 G NM E I L VF CDPAYDS I LERT CMGT C®PSVVRI SRDYV
2301 CTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTG
894 E D S Y P HR VAV I TDFDIKQGNSVASGI AI AEATCVT

Stul (2413)
2401 ACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCA
554v R G I Y A E I HV A S I | EGTKTHRI AAGVHUHIKNIDTETYLWM




BbsI (2559)
XmnI (2555)
2501 TGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTA
224 T I K E T A VEUVLTETLDI QQS I NFTIKM=-
Asel (2621)
2601 TGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTC
-t

Spel (2776)
2701 CCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTG
-

2801 ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

SnaBI (2904)
2901 CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG

Ndel (3009)
3001 CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

Pacl (3195)
Sdal (3187)
3101 ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAAT

BspLU11I (3205)
3201 TAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCAC
-

3301 AAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGA

3401 CCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGT

ApaLIl (3519)
3501 TCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGAC

3601 TTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACA

3701 CTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAG

3801 CGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAAC

Eagl (3955)
Pacl (3935) Swal (3944)  Notl (3954)
3901 GAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGG

4001 TTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCC
4101 AGAACATTTCTCTATCGAA
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