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Pvul (7)

Sgfl (6) Mfel (82) EcoNI (96)

1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMI (441)

Nael (441)
401

BspHI (560)
KasI (535) Agel (552) Scal (587)

501 CTGAGATCACCGGTCATCATGACAAGGACGTATGAAAACTTCCAGTACTTGGAGAA

»- 1M T R T Y E N F QY L E N

Bsp120I (670)
Pstl (652) BsrBI (663)

601 TAAGGTGAAAGTCCAGGGGTTTAAAAATGGGCCACTTCCTCTCCAGTCCCTCCTGCAGCGTCTCCGCTCTGGGCCCTGCCATCTCCTGCTGTCCCTGGGC

13 K VXK VQGFKNGPLU®PLAQSLLAQRLIRSGPT CHTLILILSTLG
BstEII (768)

701 CTCGGCCTGCTGCTGCTGGTCATCATCTGTGTGGTTGGATTCCAAAATTCCAAATTTCAGAGGGACCTGGTGACCCTGAGAACAGATTTTAGCAACTTCA

47 L G L L L L VI I CVVGF QNS SIKTFQRDLVTLRTHDTFSNF
801 CCTCAAACACTGTGGCGGAGATCCAGGCACTGACTTCCCAGGGCAGCAGCTTGGAAGAAACGATAGCATCTCTGAAAGCTGAGGTGGAGGGTTTCAAGCA
8T S N T VA E I QA L TSQGS SLETETI ASLIKAEVETGTFKNAQ

AvrIl (954)
901 GGAACGGCAGGCAGGGGTATCTGAGCTCCAGGAACACACTACGCAGAAGGCACACCTAGGCCACTGTCCCCACTGCCCATCTGTGTGTGTCCCAGTTCAT
113 E R Q A G V S E L Q EHTTOQIKAMHILGHTC®PHTCZPSVCVP VH
1001 TCTGAAATGCTCCTGCGAGTCCAGCAGCTGGTGCAAGACCTGAAGAAACTGACCTGCCAGGTGGCTACTCTCAACAACAATGCCTCCACTGAAGGGACCT
147 S EM L L RV Q QL VQDULIKJ KLTT CQVATILNNNASTEGT
Scal (1181)
1101 GCTGCCCCGTCAACTGGGTGGAGCACCAAGACAGCTGCTACTGGTTCTCTCACTCTGGGATGTCCTGGGCCGAGGCTGAGAAGTACTGCCAGCTGAAGAA
180C C P V N W V E HQDJSCYWTFSHS S GMSWATEATETZKYCAOQL KN
Dralll (1204)
1201 CGCCCACCTGGTGGTCATCAACTCCAGGGAGGAGCAGAATTTTGTCCAGAAATATCTAGGCTCCGCATACACCTGGATGGGCCTCAGTGACCCTGAAGGA
213 A H L V.V I NS R EEQNTFVQKYLGSAYTWMGTL S DUPEG
BstXI (1363)
1301 GCCTGGAAGTGGGTGGATGGAACAGACTATGCGACCGGCTTCCAGAACTGGAAGCCAGGCCAGCCAGACGACTGGCAGGGGCACGGGCTGGGTGGAGGCG
247 AW K W V D G T DY A TG F QNWIKUPGIOQPDUDWA QGHSGTLGGG
XemI (1420) Tth111I (1438)
1401 AGGACTGTGCTCACTTCCATCCAGACGGCAGGTGGAATGACGACGTCTGCCAGAGGCCCTACCACTGGGTCTGCGAGGCTGGCCTGGGTCAGACCAGCCA
280k E D C A H F H P DGR WNUDUDVCQRU®PYHWVCEAGLG GO QTS OQ
Mscl (1531)
Nhel (1525)
1501 GGAGAGTCACTGAGCTGCCTTTGGTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGC
313 E S H e

Hpal (1663) Mrfel (1674)
1601 TTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGG

EcoRI (1759)
1701 TTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAAT
-

1801 CAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCA

SspI (1998)

1901 TGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAA

Swal (2012)
2001 TATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTA

2101 GTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTT

414 ¢« N R T Y K L P I L E
2201 CCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCT
134 E I T T K VL K G NME I L VF CDZPAYDS S 1 L ERT CMGTCUPS

BstXI (2302)
2301 GACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATG
974 V. VR | S R DV EDSYU PHRVAVI TDTFUDJZ KT QGNSVASG I

Stul (2437)
Ecold71 (2437)
2401 GCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACAT
63dA | A E A CV T VR GI YATETI HVASI I EGTI KT RI AAGV H



BspHI (2587)
XmnI (2579)
2501 GGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCT
304 H K NDE Y LMTI1I KETAVETUVLTETLUD- QST NTFTIKM-S4-——
Vspl (2645)
Asel (2645)
2601 CCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAA
-

2701 ACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTT

Spel (2800)
2801 ACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAAC
-

SnaBI (2928)
Ecol05I (2928)
2900 CGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATT

Ndel (3033)
3000 TACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCA

3100 ATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTA

Pstl (3212)

Sdal (3211)Pacl (3219)  BspLUI1I (3229)

3200 AGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCAT
— -

3298 AGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAA

3398 GCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTG

ApaLl (3543)
3498 TAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGT

3598 CTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCT

3698 TGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTG

3798 ATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTT

Eagl (3979)
Pacl (3959) Swal (3968) NotI (3978)
3898 TCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATC

3998 TTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAG
4098 GCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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