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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindlIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
BstEII (555)
Agel (552) Ncol (560)
501 CTGAGATCACCGGTCACCATGGCCTGGGGTGGGGTCCACACCTGCTGCTTCCACCT
- 1M AW G GV HTCOC F H L
Bsu36I (619) Xmnl (637) Scal (683)

601 GTGCTGCTGCTGCTCCTGGCCTCAGGGTGCTGTGCCTGAAGAACTTCACAAACACCCAGGACAGACCCTCCTCCTGCAATGCCAGTACTCACCCAAGAGA
3 ¢ C C C SW PQGAV P ETETLHSEKHTPGOQTTILTLTLQCQY S PKR
Bsp120I (700)
701 GGGCCCTATCAGCCCAAATCCTGGTGTCAGCAGACATCTCCAAGTCGGTGTACCTTACTTGTCACCAGCTCCAAGCCCTGGACAGCAGTTCAGAAGTCTC
47* G P Y Q P K SW CQQT SPSRCTTULTLVTSSKT PWTAVAQEK S
Pvull (853)
801 ATTACACAATCTGGGACAAGCCCAATGCTGGCTTCTTCAACATCACCATGATTCAGCTGACACAGAATGACTCGGGATTCTACTGGTGTGGAATCTACAA
8FH Y T I W D K PNAGTFTFN T TM I QLTQNDSGT FYWTCG I YN
901 CGCTTCCGAAAACATCATCACTGTTCTTAGAAATATCAGCCTGGTGGTGTCTCCAGCCCCAACCACGTCTCCTATGTGGACTCTTCCCTGGCTCCCAACA
113 A S EN | I TV L RN I SLVV SPAPTTSPMWTILZPWILZPT
1001 AGCACAGTTCTGATCACTTCTCCAGAGGGGACCTCTGGCCATCCCTCCATCAATGGCTCTGAGACCAGGAAATCAAGAGCCCCTGCCTGCCTTGGCTCAG
47F S TV L I' T S P EGT SGHUPS I NGSTETH REKTST RAZPATCTLTG S
BstXI (1106) PstI (1185)  Nhel (1196)

1101 GTGGCCCCAGATTCCTGGTCTTGGTGCTATGTGGACTCCTCCTGGCCAAGGGCCTGATGTTGTGAGTCCTGTTAGTGCTCCTGATCTGCAGGTGCCGCTA
189G G P R F L V LV L C G L L LAKTGTILMTL e

1201 GCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGC

Hpal (1334) Mfel (1345)
1301 TTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAA

EcoRI (1430)
1401 AGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGG
- -

1501 GATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCA

Sapl (1612) Sspl (1669) Swal (1683)
1601 AGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTG

1701 CAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCT

1801 TTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCA
414 ¢« N R T Y K L P I L E E I T T K V L K G
Sacl (1944) BstXI (1973)
1901 TTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCAT
204N M E | LV FCDPAYDS S I LERTCMGT C®PSVVR I SRDVETD
2001 CAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCT
874 S Y P H RV AV I T Db FDI KQGNJSVASG I A I A EACVTVR
Stul (2108)
2101 GCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTG
544 G | YA E I HV A S I I EGTKTW R I AAGV HHIKNDTEYLMT
Bbsl (2254)
Xmnl (2250)

2201 ATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCG
2041 K ET AV EV L E LD QQS I N FTK M-
Asel (2316) Sacl (2373)

2301 ATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACC

-




Spel (2471)
2401 GTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTC
-

SnaBI (2599)
2501 AATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAAT

2601 ACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTAC

Ndel (2704)
2701 TTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGG

Pacl (2890)
Pstl (2883)
Sdal (2882)
2801 AACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGA

BspLU11I (2900)
2901 ACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAA
-

3001 TCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTG

3101 CCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCT

ApallI (3214)
3201 CCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATC

3301 GCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGA

3401 AGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTG

3501 GTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAA

Eagl (3650)
Pacl (3630) Swal (3639) NotI (3649)
3601 CTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTT

3701 TGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAAC
3801 ATTTCTCTATCGAA
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