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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMIV (441)

Nael (441)
401

BspHI (560)
KasI (535) Agel (552) Pvull (591)

501 CTGAGATCACCGGTCATCATGATTCACACCAACCTGAAGAAAAAGTTCAGCTGCTG

1M I H T N L K K K F S C C

EcoRI (691)
601 CGTCCTGGTCTTTCTTCTGTTTGCAGTCATCTGTGTGTGGAAGGAAAAGAAGAAAGGGAGTTACTATGATTCCTTTAAATTGCAAACCAAGGAATTCCAG
13 vL VF L L F AV I CVWIKTEZ KIKI KT GS Y YDJSTFIKILIAQTKE F Q
Ncol (725)
Mscl (722)
701 GTGTTAAAGAGTCTGGGGAAATTGGCCATGGGGTCTGATTCCCAGTCTGTATCCTCAAGCAGCACCCAGGACCCCCACAGGGGCCGCCAGACCCTCGGCA
47 V L K S L G K L AMGSDSAQSVSSSSTQDZPHRGRI QTTLG
AvrIl (880) BglII (893)
801 GTCTCAGAGGCCTAGCCAAGGCCAAACCAGAGGCCTCCTTCCAGGTGTGGAACAAGGACAGCTCTTCCAAAAACCTTATCCCTAGGCTGCAAAAGATCTG
80*S L R G L A K A KUPEASTFQVWNIKUDS S SSIKNWLTI P RLOQK I W
901 GAAGAATTACCTAAGCATGAACAAGTACAAAGTGTCCTACAAGGGGCCAGGACCAGGCATCAAGTTCAGTGCAGAGGCCCTGCGCTGCCACCTCCGGGAC
113 K N Y L S M N K Y KV S Y K GPGUPG Il KFSAEA AL I RTCHTLRTD
Ncol (1013)
1001 CATGTGAATGTATCCATGGTAGAGGTCACAGATTTTCCCTTCAATACCTCTGAATGGGAGGGTTATCTGCCCAAGGAGAGCATTAGGACCAAGGCTGGGC
147 H V NV S MV E V T DFPFNTSEWETGY L P KES I RTIKASG
BspHI (1173)
BspHI [m] (1171)Bsu36I (1185)
Clal (1165) Tth111I (1177)
1101 CTTGGGGCAGGTGTGCTGTTGTGTCGTCAGCGGGATCTCTGAAGTCCTCCCAACTAGGCAGAGAAATCGATGATCATGACGCAGTCCTGAGGTTTAATGG
180kP W G R C AV V S S A G S L K S S QL GRE 1l DDUHDAVTLI RTFNSG
Eco47IIT1 (1283)
BstEII (1269) Afel (1283)
1201 GGCACCCACAGCCAACTTCCAACAAGATGTGGGCACAAAAACTACCATTCGCCTGATGAACTCTCAGTTGGTTACCACAGAGAAGCGCTTCCTCAAAGAC
213 A P T ANF QQDV GTIKTTI RLMNSA QL VTTTETZKT RTFLKTD
BspEI (1377)
EcoRV (1354) Asp7181 (1367)
BsrGI (1304) SandIl (1331) Bst11071 (1342) Acc651 (1367)
1301 AGTTTGTACAATGAAGGAATCCTAATTGTATGGGACCCATCTGTATACCACTCAGATATCCCAAAGTGGTACCAGAATCCGGATTATAATTTCTTTAACA
247 S L Y N E G I LI VWDUWPS VY HSDI PKMWYQNUZPUDYNTFFN
1401 ACTACAAGACTTATCGTAAGCTGCACCCCAATCAGCCCTTTTACATCCTCAAGCCCCAGATGCCTTGGGAGCTATGGGACATTCTTCAAGAAATCTCCCC
280N Y K T Y R K L HP NQPTFY I L KPQMU®PMWETLWMWTDTI L QETI SP
BspHI (1550)
1501 AGAAGAGATTCAGCCAAACCCCCCATCCTCTGGGATGCTTGGTATCATCATCATGATGACGCTGTGTGACCAGGTGGATATTTATGAGTTCCTCCCATCC
313 E E I Q P NP P S SGMULGI I I' M MTULTCODAO QVD I Y EFL P S
1601 AAGCGCAAGACTGATGTGTGCTACTACTACCAGAAGTTCTTCGATAGTGCCTGCACGATGGGTGCCTACCACCCGCTGCTCTATGAGAAGAATTTGGTGA
347k K R K T DV CY Y Y QK F FDSACTMGAYHZPULILYEIKNILV
BspEI (1763)
1701 AGCATCTCAACCAGGGCACAGATGAGGACATCTACCTGCTTGGAAAAGCCACACTGCCTGGCTTCCGGACCATTCACTGCTAAGCACAGGCTCCTCACTC
380K H L N Q G T DED 11 Y LL GKATTULU®PGT FRTI HTC e
Mscl (1823)
Nhel (1817)
1801 TTCTCCATCAGGCATTAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTG

Hpal (1955) Mfel (1966)
1901 TGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGG

EcoRI (2051)
2001 GAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTC
L -

2101 TACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTT

Sspl  (2290)
2201 AAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGA




Swal (2304)
2301 AATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGG

2401 ACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATG
+414 ¢ N R T Y K L P I L E E |
Sacl (2565) BstXI (2594)
2501 GTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCC
12747 T K VL K G NM E I L VFCD®PAYDJ S 1l L ERTCMSGTCU®PSV VR
2601 TGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGC
944 | S R D VE D S Y P HR VAV I TDFUDI K QGNZSVASGI A1 A
2701 TTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTG
611 E A C V T VR G I YAE I HVAS I I EGTI KTHRI1I A A GV HHK
BspHI (2879)
BbsI (2875)
2801 TTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGT

274N D E Y L M T I K E T AV E VLETLUDG QQSTI NTFTHIKM-=-
Asel  (2937) Sacl (2994)
2901 GAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTC
-

Spel (3092)
3001 TGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTC
-

3100 AAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT

SnaBI (3220)
3200 CATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCA

Ndel (3325)
3300 TTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAG

3400 TCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGT

PstI  (3504)
Sdal (3503)Pacl (3511) BspLU11I (3521)
3500 AACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCG
—_ -
3598 CCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTC

3698 GTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATC

ApaLI (3835)
3798 TCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTC

3898 CAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGG

3998 TGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCA

4098 AACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGG

Eagl (4271)
Pacl (4251) Swal (4260) NotI (4270)
4198 GTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTT

4298 CATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCC
4398 CAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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