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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
BstEII (555)
Agel (552) Ncol (560)
501 CTGAGATCACCGGTCACCATGGCCTGGAGGTACTCACAACTGCTCCTGGTCCCTGT
- 1I* M AW R Y SQ L L L V PV
Xmnl (658)
Pvull (601) Sapl (658)

601 GCAGCTGGTGTTCCTGGCCTCAGTTTGTTGTCCAGGTGTCTGGGGGTCCACAGTATCTGAAGAGCTTCATAGAATGGTAGGACAGAGCCTCTCCGTGCAG
3 Q LV F LASV CCU®PGVWSG STV SETZETLHI RMYGQSL SV AQ
Bsu36l (712)
701 TGCCAATACAAGCCTAAGGAGGAGTCCTATGTGCTGAAAACGTGGTGTCGGCAAACAGCCCCAAGTAAATGTACGAGAGTGGTCACTACCTCTGAGCCTC
47 C Q Y K P K E E S YV LK TWTZ CURQTAZPSIKTCT RVYVV TTSEP
801 GGAAAGCAGCCAGGGAATTACAGCACACAATCTGGGATGATCCTGAAGCTGGCTTCTTCAACATCACCATGACTCAACTAACAGAGGATGACTCAGCGTT
R K AA R ELQHT IWDDU&PEAGT FT FN I TMTAQLTETDT D SAF
901 CTACTGGTGTGGTCCATATTATCCTTCCCTCAGAGAAGTAACTGTTCTCAGAAACATCAGCCTGGTGGTGTCGCCAGCCCCATCAACCCTTCCTTCGCAG
13 Y w ¢ G P Y Y P S LREV TV LRNIT SLVV SPAUPSTLPSAQ
BsrBI (1009)
1001 ACGATTGCTCCGCTCCCAGAAAGCACAGCCACCATCTTTATGCCCTTCCCAGTTCTGACTACCTCTCCCGAGGAGACCACTGACTCTTCCATCAATGGCA
147 T | AP L P E STAT I FMPFPV LTTSU®PETETTHDSS I NG
Xmal (1143) Eco0O109I (1187)
1101 CTGGGCACAGAAACCAAAGTTCCTCCTCTCCTGGCTGGACCTCCCCGGGGCTTCTGGTCTCTGTGCAATATGGACTCCTCCTGCTCAAGGCCCTGATGCT
180T G H R NQ S S SSPGWTS®PGULULV SV QYOG LLLULIKATLML
Mscl (1233)
1201 GTCAGTTTTCTGTGTGCTTCTTTGCTGGAGGAGTGGCCAGGGACGAGAGTACATGGCAGAGACGATGGAGCTTTCAAAACTACCTCACATCTCCAAGTCC
23 SV F CV L LCWIRSGQG RTEYMAETMTETLSIKTLPH I S K S
Mscl (1380)
Nhel (1374)
1301 TTGGACACGGTTAGCCACATCTCAGGGTATGAGAAGAAGGCTAACTGGTACTAAGGCAGAACAGGCCAAACTTCGCTAGCTGGCCAGACATGATAAGATA
247 L D T V. S H I S G Y E K K A N W Y e
1401 CATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGC

Hpal (1512)  Mfel (1523)
1501 TGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAAT

EcoRI (1608)
1601 GTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCA
—_— -

Sapl (1790)
1701 GGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATT

Sspl (1847) Swal (1861)
1801 TCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTA

Eco01091 (1922)
1901 TTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAG

2001 AAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGC

4494 ¢« N R T Y K L P | L E E I T TKV LKGNMTE I LV FGC
Sacl (2122)
2101 AGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGC
1134 D P A Y D S | L E R CM G C P SV VR I SRDVEDSYZPHRVA
Stul (2286)

2201 CACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGG
84 v | T D FDKOQGNJSVASGI A I A EACVTVRG I YATEIH



2301 ACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCA

464Vv. A S 1 I EG T K T R I AAGV HHIKNDEYLMT I KETAV EV
BbsI (2432)
Xmnl (2428) Asel (2494)

2401 CCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAAT
13 L ELDQQS I NFTKM=-=

Sacl (2551)
2501 TGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTG
]

Spel (2649)
2601 CGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAAT
-

SnaBI (2777)
2701 CCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAG

Ndel (2882)
2801 GAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATG

2901 TACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTC

Pacl (3068)
PstI (3061)
Sdal (3060) BspLUI11I (3078)
3001 AATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCA
=

3101 AAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGG

3201 CGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCG

ApalLlI (3392)
3301 CCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGA

3401 ACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGT

3501 AACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCG

3601 CTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCA

3701 GATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTC

Eagl (3828)
Pacl (3808) Swal (3817) NotI (3827)
3801 ATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATA

3901 CGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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