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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
401
BstEII (555) Bsp120I (583)
Agel (552) Ncol (560) Srfl (579)
501 CTGAGATCACCGGTCACCATGGCCCCTTCGCTCTCGCCCGGGCCCGCCGLLCTGLG
- 1M A P S L S PG PAATWLR

Sacll (632)
601 CCGCGCGCCGCAGCTGCTGCTGCTGCTGCTGGCCGCGGAGTGCGCGCTTGCCGCGCTGTTGCCGGCGCGCGAGGCCACGCAGTTCCTGCGGCCCAGGCAG
13 R A PQ L L L L L LAATECALAALULUZPARTEATA QTFTLR RUPRNAQ
701 CGCCGCGCCTTTCAGGTCTTCGAGGAGGCCAAGCAGGGCCACCTGGAGAGGGAGTGCGTGGAGGAGCTGTGCAGCCGCGAGGAGGCGCGGGAGGTGTTCG
47" R R A F Q V F E EA K QGH L ERETCVETETLT CSUZ RTETEARTEVF
801 AGAACGACCCCGAGACGGATTATTTTTACCCAAGATACTTAGACTGCATCAACAAGTATGGGTCTCCGTACACCAAAAACTCAGGCTTCGCCACCTGCGT
8E N D P E T D Y F Y P RY LDTC I NJZKYGSPYTI KNS SSGT FATTCV
ApaLlI (918) SandI (946)
901 GCAAAACCTGCCTGACCAGTGCACGCCCAACCCCTGCGATAGGAAGGGGACCCAAGCCTGCCAGGACCTCATGGGCAACTTCTTCTGCCTGTGTAAAGCT
113 Q N L P D Q C T PN P CDURIKGT QACQDTILMGNTFTFCTLTCTKA
BglII (1067)
1001 GGCTGGGGGGGCCGGCTCTGCGACAAAGATGTCAACGAATGCAGCCAGGAGAACGGGGGCTGCCTCCAGATCTGCCACAACAAGCCGGGTAGCTTCCACT
147 G W G G R L C D KD VNI ETCSQENG GG GT CULAOQ I CHNIKUPG S FH
Fspl (1162) Stul (1175)
1101 GTTCCTGCCACAGCGGCTTCGAGCTCTCCTCTGATGGCAGGACCTGCCAAGACATAGACGAGTGCGCAGACTCGGAGGCCTGCGGGGAGGCGCGCTGCAA
189 C S C H S G F E L S S DG RTUCOQD I DECADSEACGTEAIRTECK
PshAI (1279)
1201 GAACCTGCCCGGCTCCTACTCCTGCCTCTGTGACGAGGGCTTTGCGTACAGCTCCCAGGAGAAGGCTTGCCGAGATGTGGACGAGTGTCTGCAGGGCCGC
213 N L P G S Y S C L CD EG FAY S SQ EKACW RDVDETCTLA QGR
1301 TGTGAGCAGGTCTGCGTGAACTCCCCAGGGAGCTACACCTGCCACTGTGACGGGCGTGGGGGCCTCAAGCTGTCCCAGGACATGGACACCTGTGAGGACA
247 C EQ V CV N S PG S YTU CHT CDS GH RGSGLIKILSOQDMDTTCETD
Mscl (1424) SandI (1468)
1401 TCTTGCCGTGCGTGCCCTTCAGCGTGGCCAAGAGTGTGAAGTCCTTGTACCTGGGCCGGATGTTCAGTGGGACCCCCGTGATCCGACTGCGCTTCAAGAG
280 | L P C V P F SV AK SV K SLYULGRMT FSGTU®PV I RULIRTFIKR
BstXI (1508) BspEI (1535)
1501 GCTGCAGCCCACCAGGCTGGTAGCTGAGTTTGACTTCCGGACCTTTGACCCCGAGGGCATCCTCCTCTTTGCCGGAGGCCACCAGGACAGCACCTGGATC
313 L Q P T R LV A EFDFRTFDUPEG I L L FAGGHA QD STW I
Ncol (1686)
1601 GTGCTGGCCCTGAGAGCCGGCCGGCTGGAGCTGCAGCTGCGCTACAACGGTGTCGGCCGTGTCACCAGCAGCGGCCCGGTCATCAACCATGGCATGTGGC
347 V. L AL R A GRLELQLUZ RYNSGVS G RVTSSGUPV I NHGMW
BspHI (1760)
1701 AGACAATCTCTGTTGAGGAGCTGGCGCGGAATCTGGTCATCAAGGTCAACAGGGATGCTGTCATGAAAATCGCGGTGGCCGGGGACTTGTTCCAACCGGA
380 Q T I S Vv E E LA RNULV I KVNU RDAVMI K I AV AGDLFQPE
1801 GCGAGGACTGTATCATCTGAACCTGACCGTGGGAGGTATTCCCTTCCATGAGAAGGACCTCGTGCAGCCTATAAACCCTCGTCTGGATGGCTGCATGAGG
413 R G L YH LN LTVGSG I P FHEKDULVQ®P I NUPIRLUDSGT CMR
1901 AGCTGGAACTGGCTGAACGGAGAAGACACCACCATCCAGGAAACGGTGAAAGTGAACACGAGGATGCAGTGCTTCTCGGTGACGGAGAGAGGCTCTTTCT
478 S W NW L NG EDTT I Q ETV KVNTIRMOQCTFSVTEIRSG S F
BsrBI (2007)
2001 ACCCCGGGAGCGGCTTCGCCTTCTACAGCCTGGACTACATGCGGACCCCTCTGGACGTCGGGACTGAATCAACCTGGGAAGTAGAAGTCGTGGCTCACAT
48*Y P G S G F A F Y SLDYMURT®PLDVSGTESTWEV EV V A H I
Bsp1201 (2138)
2101 CCGCCCAGCCGCAGACACAGGCGTGCTGTTTGCGCTCTGGGCCCCCGACCTCCGTGCCGTGCCTCTCTCTGTGGCACTGGTAGACTATCACTCCACGAAG
513 R P AADTGV L FALWAPDIULU RAYVPL SV ALVDYHSTK

BstEII (2289)
BbrPI (2284)
2201 AAACTCAAGAAGCAGCTGGTGGTCCTGGCCGTGGAGCATACGGCCTTGGCCCTAATGGAGATCAAGGTCTGCGACGGCCAAGAGCACGTGGTCACCGTCT
547 K L K K Q L VV LAV EHTALALMTE I KV CDGAOQEHVV TV
XemlI (2318) Xhol (2392)

2301 CGCTGAGGGACGGTGAGGCCACCCTGGAGGTGGACGGCACCAGGGGCCAGAGCGAGGTGAGCACCGCGCAGCTGCAGGAGAGGCTGGCCGTGCTCGAGAG
58S L R D G EA T L EVDGTIRGQSEV STAQULQER RTLAVLETR



Sacll (2481)
2401 GCACCTGCGGAGCCCCGTGCTCACCTTTGCTGGCGGCCTGCCAGATGTGCCGGTGACTTCAGCGCCAGTCACCGCGTTCTACCGCGGCTGCATGACACTG
613 H L R S PV LTFAGGLU®PDV?PVTITSAPVTATFYRGCMT.L

AvrlI (2594)
2501 GAGGTCAACCGGAGGCTGCTGGACCTGGACGAGGCGGCGTACAAGCACAGCGACATCACGGCCCACTCCTGCCCCCCCGTGGAGCCCGCCGCAGCCTAGG
647 E V N R R L L D LD EAATYU KU HSD ITAHTSTCT PPVETPAAA.
Mscl (2618)
Nhel (2612)

2601 CCCCCACGGGACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAA

Hpal (2750) Mfel (2761)
2701 TTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGT

EcoRI (2846)
2801 GTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTT
- <

2901 GAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGAT

Sapl (3028) Sspl (3085) Swal (3099)

3001 ATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAA

3101 TTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTA

3201 GGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGT
1494 ¢« N R T Y K L P | L E E | T T

BstXI (3389)

3301 TTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATG
1264 K V L K G NM E I LV FCDUPATYDT S I LETRTCMGTE CTEPSVV R I
3401 GATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAG
924S R D V ED S Y PH RV AV |I TDFDZ KU QQGNTGSVATSG I A I AEA

Stul (3524)
3501 CACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTC
594 ¢V T V R G | YA E I HV AS I I EGTJIKTU RIAAGVHEHTIKND
Xmnl (3666)
3601 CTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTC
264 E Y LM T | K ETAV EV LETLDG QS I NF T K M=
Asel (3732)
3701 GTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTT
-

Spel (3887)
3801 ATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACA
-

3901 AACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGT

SnaBI (4015)
4001 AATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACG

Ndel (4120)
4101 TCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTA

Sdal (4298)

4201 TTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC

Pacl (4306) BspLUI1I (4316)
4301 TGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTG
-

4401 ACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTC

4501 TCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCG

ApaLl (4630)
4601 GTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGG

4701 TAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAA

4801 CTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACC

4901 ACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACG




Pacl (5046) Swal (5055) NotI (5065)
5001 CTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACAT

5101 CTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAA
5201 GTGCAGGTGCCAGAACATTTCTCTATCGAA
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