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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36l (291)
Psp14061 (203) HindIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMI (441)

Nael (441)
401

Ncol (566)
KasI (535) BspEI (558)

501 CTGAGATCACCGGCTCCGGACACCATGGATCGCCACTCCAGCTACTTCTTCATCTG

- 1M D R H S S Y F F | W

Necol (620) Dralll (673)

601 GCTGCAGCTGGAGCTCTGCGCCATGGCTGTGCTGCTCACCAAAGGAGAGATCAGATGCTACTGTGATGCTGCTCACTGTGTGGCAACAGGTTACATGTGT
117 L Q L E L C AMA V L L TIKGE 1l RCYCDAAUHTCVATSGYMSC

701 AAGTCTGAGCTTAGTGCCTGCTTCTCCAGACTTCTCGATCCTCAGAACACCAATTCTCCACTCACCCACGGCTGCCTGGACTCACTTGCAAGCACGGCAG
45 K S E L S A CF S RLLDPI QQNTNSUPLTHGT CLUDSILASTA
Xeml (822) Xeml (842)
801 ACATCTGCCGAGCCAAACAGGCCCAAAACCACTCTGGCCCTGCCATGCCCACTTTGGAATGCTGTCACGAAGACATGTGCAATTATCGAGGACTGCATGA
78D | C R A K Q AQ NHSGPAMUPTULTET CT CHTETUDMTCNY RGTLHD
Bsu36I (926) Agel (941)
901 CGTCCTCTCTCCTTCCAAGAGCGAAGCCTCAGGACAAGGAAACCGGTATCAGCATGACAGCAGCAGAAAT CTCATCACTAAGATGCAGGAGCTGACTTCC
111 v L S P S K S E A S G Q G NUR Y QHUDS S RNJILI TKMAOQETLTS
BstBI (1094)
Asull (1094)
1001 TCCAAAGAACTGTGGTTCCGCGCAGCTGTGATAGCGGTTCCCATTGCTGGCGGACTGATCTTGGTGCTGCTCATTATGTTGGCCTTGCGAATGCTTCGAA
145 S K E L W F RA AV I AV PI A GGL I L VLL I MLALIR RMLR
BsrBI (1123)
1101 GTGAGAACAAGAGGCTGCAGGATGAGCGGCAGCAGATGCTGTCCCGTCTGCACTACAGCTTTCACGGACACCATTCCAAGAAGGGGCAAGTTGCAAAGTT
178*S E N K R L Q b E RQQMUL SR RULHY SFHGHUHSI KI KGO QVAK L
1201 GGACTTGGAGTGCATGGTGCCTGTCAGTGGGCAGGAGAACTGCTGTCTGACCTGTGACAAAATGCGGCAAGCAGAGCTCAGTAATGAGAAGATCCTCTCC

2118 D L E CM V P V S G QENT CTCLTT CDIKMRIOQATETLSNETKTI L S
Ndel (1344) Mscl (1395)

ApalLl (1303) BsrGI (1316) EcoRI (1339) Nhel (1389)

1301 CTTGTGCACTGGGGCATGTACAGTGGTCATGGAAAGCTGGAATTCATATGACAGTCATGTCTGAACTATAAATGGAACCCTTGAAGGCCGCTAGCTGGCC

245 L V. H W G M Y S G H G K L E F | e —

1401 AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

Hpal (1527) Mfel (1538)
1501 GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

EcoRI (1623)
1601 AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT
- -

1701 AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

SspI  (1862) Swal (1876)
1801 AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

EcoO0109T (1937)
1901 AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG

2001 AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT
414 ¢ N R T Y K L P I L E E I T T K V L K G N M E
BstXI (2166)

2101 CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA
1184 | L V F ¢C DPAY DS 1 L ERCMSGT C®PSVVZRIlI SRDVETDSY
2201 GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG
854 P H R VA V I T D F DK QGNJSVASGI A1 A EATCVTVR G I

Stul (2301)

Ecol471 (2301)
2301 TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT
514Y A E I HV A S | | E G T K TR I A AGV HHIKNDTEYLWMT I K E

BspHI (2451)
Xmnl (2443)

2401 CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT
184 T A V E V L E L DQ QS I NFTIK M-




Vspl (2509)
Asel (2509)
2501 ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG
]

Spel (2664)
2601 CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGG
-

SnaBI (2792)
Eco1051I (2792)
2700 GTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGTAG

Ndel (2897)
2800 ATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCA

2900 TATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATA

Sdal (3075)Pacl (3083)
3000 CGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACAT
- —

3098 GTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGA

3198 CGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGC

3298 TTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA

ApaLl (3407)
3398 GCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCA

3498 CTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAA

3598 CAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTT

3698 TTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCA

Eagl (3843)
Pacl (3823) Swal (3832) NotI (3842)
3798 CGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTG

3898 TGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTT
3998 CTCTATCGAA
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