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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV  (441)
401
BspHI (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCATCATGAGTACAACGAGTAAGGAGTCACTGGAGAGCAATCT
- 1M S T T S K E S L E S N L
601 GCGACAGCTAAAATGCCATTTCACCTGGAACCTGATAGCAGAAGATGAGTCCTTGGATGAGTTTGAGGACAGGGTGTTTAACAAGGATGAGTTTCAGAAC
13 R Q L K CHF TWNWLI AEDTESTLUDTETFTETUDTZ RVTFNIZKTUDTETFQN
Dralll (714) Pstl (747)
701 AGTGAGTTTAAAGCCACCATGTGCAACATACTGGCCTATGTAAAGCACTGCAGAGGTCTAAATGAGGCAGCACTGCAATGCTTAGGGGAAGCTGAGGGCT
47" S E F K AT M CNI LAY VKU HT CRG GLNEAALU QT CLTGTEA ATESG

BStEIT (843)
801 TCATCCAGCAACAGCATCCTGACCAAGTAGAAATCAGAAGTCTGGTCACCTGGGGAAACTATGCTTGGGTCTACTATCACATGGGCCAGTTCTCAAAGGC
80kF | Q Q Q HP DOQVETIIRSLVTWGNYAMWVYYHMSGT QTF S KA
Bspl120I (992)
901 TCAGGCTTATCTGGATAAAGTGAAACAGGTCTGCAAGAAGTTTTCCAGCCCCTACAGGATTGAGAATCCTGCTCTTGACTGTGAGGAGGGGTGGGCCCGA
113 Q A Y L D K V K Q VC K K F S S P YR 1 ENPATLTUDTCTETETGMWAR
EcoRI (1078)
1001 TTAAAGTGTACCAAGAACCAAAACGAGAGAGTGAAGGTGTGTTTCCAGAAGGCTCTGGAAAAGGACCCGAAGAACCCAGAATTCACCTCTGGATGGGCCA
147 L K C T K N Q NE R V KV CF QKAULTEZKTUDTPIKNPTETFTSGWA
Mscl (1123)
1101 TTGCGAACTACCGTCTGGATGACTGGCCAGCAAGGAATTACTGCATTGACTCTCTGGAGCAAGCCATTCAACTGTCTCCTGACAACACTTATGTTAAAGT
1801 A N Y R L D DWPARNYT CI DSLETI QAI QL SPDNTY V KV
HindIII (1213)

1201 CCTCTTGGCACTGAAGCTTGACGCGGTACATAAAAACCAAGCAATGGCGCTGGTTGAAGAAGCCTTAAAGAAAGACCCAAGTGCAATAGATACACTCCTC
213 L L AL KL DAV HI KNGO OQAMATLVTETEATLTIKT KT DTPSATI DTTLL
1301 AGGGCAGCCAGGTTTTATTGCAAGGTATATGACACAGACAGAGCTATACAGTTGCTTAGAAAGGCTTTGGAAAAGCTGCCAAACAACGCCTATGTGCATT
247 R A A R F Y C K VY DTDU R AI QL LRI KALTETZ KTLU PNNAY VH

Ndel (1435)
1401 ACTATATGGGGTGCTGTTATAGGTCAAAAGTCCATCATATGTTGAACAGAAGGGAAATGGTATTTAGTGGGGATAGGAAGAAGTTAGAGGAACTAATACA
280kFY Y M G C C Y R S K VH HMULNR R REMVYVTF S GDUZ RIKTIKTLTETETL'I Q
SsplI (1550)
1501 ACTGGCAGTGAATCACTTACGGAAAGCAGAGGAAATCAAGGAGATGCTTGAATATTCCTGTAGCTTCCTTGCTGATCTTTATATCATAGCAAAAAAGTAT
313 L AV N H L R KA E E I K EMULEY SCSTFLADTLY I I AKK'Y
XemI (1668)

1601 GACGAAGCCGATTACTACTTCCAGAAAGAATTGAGCAAGGACCTCCCTCCTGGCCCTAAACAGTTACTCCACCTTCGGTATGGCAACTTTCAGTTTTTTC
347 D E A D Y Y F Q K E L S K DLUPUPGPIKI QLTULUHLT RYGNTFIOQTFTF
1701 AAATGAAGCGTCAAGACAAGGCTATCTACCATTATATGGAGGGTGTGAAAATAAAGAAGAAAACAATCCCCCAAAAAAAGATGAGAGAGAAACTTCAAAG

380kQ M K R Q D K Al Y HYMEGV K I KKK T 1 P QK KMR RE K L QR
BspHI (1818) Stul (1841)
1801 AATTGCCCTAAGGCGGCTTCATGAAGATGAGTCTGATTCTGAGGCCTTGCATATCTTGGCATTTCTTCAGGAGAATGGAGGAGGTCAGCAAGCTGATAAA
413 | A L R R L HEDTESDSEALUHILATFILI QENSG GG G GA QQATDK
Nhel (1989)
Acc65I (1932) Spel (1970) Acc65I (1981) MsclI (1995)

1901 GACTCTGAGAGGGGAGTGGACTCTGCAAACCAGGTACCTTCAGCATCTTTGGATGAAGCAGGTGCTGAATACTAGTGATGTGGTACCCGGCTAGCTGGCC
447* D S E R G VD S A NQV P S A S L DEAGAE Y o —
2001 AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

Hpal (2127) Mfel (2138)
2101 GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

EcoRI (2223)
2201 AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT
- -

2301 AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

Sspl (2462) Swal (2476)
2401 AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

2501 AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG




2601 AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT
414 ¢ N R T Y K L P I L E E I T T K V L K G N M E
Sacl (2737) BstXI (2766)

2701 CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA
1184 | L V F ¢C D P A Y DS 1 L ERCMSGTC®PSVVZRIlI SRDVETDS'Y
2801 GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG

854 P H R VA V I T D F DK QGNJSVASGI A1l AEATCVTVRG
Stul (2901)
2901 TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT
514y A E | H V A S | | E G T K TR I A A GV HHIKNDTEYLMT I K E
BbsI (3047)
Xmnl (3043)
3001 CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT

184 T A VE VL E L DQQS I NTF T K M-
Asel (3109) Sacl (3166)
3101 ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG
-

Spel (3264)
3201 CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGG
e

SnaBI (3392)

3301 TGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGA

Ndel (3497)

3401 TGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCAT

3501 ATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATAC

Pacl (3683)
Pstl (3676)

Sdal (3675) BspLU11I (3693)

3601 GTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG
-

3701 AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

3801 TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

3901 CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

ApaLI (4007)
4001 GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

4101 GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

4201 TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

4301 TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

Eagl (4443)
Pacl (4423) Swal (4432)  Notl (4442)
4401 TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

4501 ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
4601 TATCGAA
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