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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMIV (441)
401

SphI  (566)
Mlul (558)

501 CTGAGATCACCGGGACGCGTCAGCATGCTCCCTGAAGCCAGTTCCCTGTGGCTCCT
- 1M L P E A S S L WL L
601 TCGGCTACTCCGGGATGTTCAACTGGCCCAGTTTTACCGGCCCATCCTTGAGGAACTCAACGTCACTCGGCCAGAACATTTTGACTTTGTAAGGCCTGAG
11 R L L R DV QL A QF YRU®P I L EELNVTRUZPEUHTFUDTFVRPE

Agel (764)

Acc651 (761) BsrGI (794)

701 GACCTGGACAACATAGGCATGGGCAGGCCTGCCCAGCGCAGACTTAATGAAGCCCTGAAGAGGTACCGGTCAGGGGTCAAGTCCAAGAATTGGGTGTACA
45 D L D N I G M G R P A QR R L NZEALIKI RY I RSGV K S KNWVY
801 AGATACTTGGGGGCTTTGCTCCCGAACAGAAGGAGATCCCTCCACGCTCAGACAGTCCTCTGTGCTTCCATGAGCCAGAGGGGGGACTCAAGTGTCTGAT
78K | L G G F APEQKTEIl PPRSDSU®PLT CFHEUZPETSGSGTLIKTCIL
Fspl (914) BstGI (954)
901 TCCAGAGGGTGCTGTGCGCAGAGGGGAGCTGCTGGGTTCAGGCTGCTTTGGTGTTGTACATCGAGGGTTATGGACACTACCCAGTGGGCAGAGTATCCCA
111 P E G A VR R G E L L G S G CF GV VHRGLWTLU®PSGOQS S I P
SandI (1023) BspHI (1079)
1001 GTGGCGGTCAAGTCCCTCCGTGTGGGTCCCGAGGGTCCGATGGGCACAGAACTGGGCGACTTCCTGCGGGAAGTATCTGTCATGATGAAGCTAGAGCACC
145 V AV K S L R V G P E GPMGTELGDT FTULI REVSVMMTEKTL EH
BbrPI (1102)

1101 CACACGTGCTGCGCCTGCATGGCCTCGTACTGGGCCAGCCTCTACAGATGGTGATGGAACTTGCGCCACTGGGCTCCCTGCATACGCGCCTGACTGCCCC
178#P H V L R L H G L VLGQPLAQMVMETLAPTLSGSTILHTR RLTAF®P

Xeml (1262)

Ncol (1262) ApaLlI (1291)
1201 AGCACCGACACCCCCACTGCCTGTGGCCCTGCTGTGCCTTTTTCTGCGTCAGTTGGCAGGAGCCATGGCGTACTTGGGGTCCTGTGGGTTAGTGCACCGG
211 A P T P P L P VAL LCLT FLI R QLAGAMAY LGSO CGL V HTR

Xmal (1385)
1301 GATCTCGCCACCCGCAACCTGCTGCTGGCCTCACCTCGAATGATCAAGGTGGCGGATTTTGGACTGGTTCGGCCACTGGGAGGCGCCCGGGGACGCTACG
245* D L AT R N L L L ASPRMI KVADTFS GLVZRZPLGGATRTSGTRY
1401 TCATGGGCGGGCCCCGTCCTATCCCCTATGCCTGGTGTGCCCCAGAGAGCCTACGCCAGGGAGCCTTCTCGTCTGCCTCTGATGTGTGGATGTTTGGCGT
278V M G G P R P I P Y A WU CAUPESILI R QGATFSSASDVWMTF GV
1501 GACACTCTGGGAAATGTTTTCTGGAGGTGAGGAACCCTGGGCAGGTGTCCCACCATATCTCATCCTACAGCGACTGGAGAAGGACCGAGCCAGGCTGCCA
311 T L W E M F S G G E E P WAGVZPUPY LI L QR LEZIKIUDT RARTILTEP
1601 AAGCCTCCCCTGTGTTCCAGGGCCCTCTACTCCCTCGCCTTGCGCTGCTGGGCCCCACACCCTGCAGACCGGCCTAGCTTTTCCAACCTGGAAGGGCTGC
345 K P P L C S R ALY SLAL I RT CMWAPUHZPADT RTPS ST FSNLTEG'L
BstEIl (1774)
1701 TTCAAGAGGCTTGGCTTTCTGAGGGACGCTGTGTGAGGGAGGTCACAGAGCCAGGTGCTTTGCGGATGGAACCCGGTGACCCCATCACTATCATTGAGGG
378¥L Q E A WL S EGURU CVZ REVTEZPGALU RMETZ®PGDT®PI TI I E G
Sfil  (1825)
1801 CAGCCTGGACACTGCAACCTGGAAAGGCCAGAATGGCCGGACCCTCAAAGTGGGCAACTTTCCGGCTTCCGCAGTGACACTAGCAGACTTGGGGGGTTCA
4117 S L D T A T W K G Q N G R T L K VG NF P A S AV TLADTULGG S
Ncol (1935) Psp14061 (1983)

1901 CCAGTCACCCATCCAGCCCACAGAGGTTCCCCTGCCCATGGAGAGAAATGCAGAGGGGGCACAGATGGGGACAGAGAGAAGGCAACGTTACAAGACCTAC
445 P V T H P A HRGSUPAHG GEI KT CRS GG GTWDSGUDT RTETIKATTLIOQDL

BStAPI (2034) BstXI (2054)  Xmnl (2065)
2001 CCCCAGCACGGAGCCACAGAACGAAGATGCCCCTGCAGAGGATGCGAGGCATTTCCAAGAGTCTGGAATCAGTTCTGTCCCTGGGCCCTAGACCCACAGG
478P P A R S H R T KMUP L QRMZ RGI SKSLTESVLSTLTGPTZ RTZPTG

2101 AGGTGGTTCAAGTCCTCCAGAACTTCGGCGTACAAGAGCTATGCCGCAAAGACTCCCAGACCTACCTCCACGCCCACCAGACCTGCCTCCACGCCCACCT
511 G G S S P P E L R R T R AMUPAQRLU®PDLU®P®PRZPPDLUZPZPRTPFP
2201 ATTATCTGCAACTCTTCTCAGCCCACCCAGCCCCACAAAGCCCGGCCCAAAAGAGAATCCTCACATAATCACCGCACTGGAGCACCTGGAGCCAGCAAAG
545 1| I C N S S QP T QP HKARU PI KU REZSSHNHRTGAPGASK
2301 CCACTGTCCCCTCTGGAGGTCCCTTGTCAGACCCCGAGTGGCAGAGGAAGGTTGTAGAGGTAGAGCTGAGTGTGCATGGTGTCACCTACCAGGAGTGCCA
578A T V P S G G P L S DPEWAO QRIKVVEVETLSVHGVTYQETCNAQ

BspEI (2441) Sapl (2463) Agel (2480) PshAI (2494)
2401 AGTGGCACTCAGAACCACTGGGGGAGATGTGGCTTCTGCTATCCGGAACCTCAAGGTAGACCAGCTCTTCCACCTTAGTAACCGGTCCCGAGCAGACTGT
611 VvV A L R T T G GDVASAI RNLIKVDA QLT FHLSNRSIZ RADSTC

Msecl (2599)
Nhel (2593)
2501 CGTCGCATCCTGGAGCATCACCAGTGGGACCTGTCAGCAGCCAGTCGCTACATCCTAGCCCGGTCCTGAACTCTGTATCCTCAGGGATGGACAGCTAGCT
645 R R I L E H H QWWDUL S AASR RY |l L A R S e



2601 GGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTT

Hpal (2731) Mrfel (2742)
2701 ATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGC

EcoRI (2827)
2801 AAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGAT
- -

2901 GAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGG

Sapl (3009) SspI  (3066) Swal (3080)
3001 TTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAA

3101 TGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTA

3201 ATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTC
4414 ¢ N R T Y K L P I L E E I T T K V L K G N
Sacl (3341) BstXI (3370)
3301 ATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAG
11949 E I L V F C D P A Y DS Il L ERC CMGT CPSVVUR I SRDVEDS
3401 AGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCC
864 Y P HR VA V I T DFDI K QGNSVASGI AI AEATCVTVRG
3501 AATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATC
534 | Y A E I HV A S 1 I EGTI KT RI1I AAGVHUHEKNTDTETYTLMT.I
BbsI (3651)
Xmnl (3647)
3601 TTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATA

199K E T A V E V L E L D Q QS I NTF T K M -
Asel (3713) Sacl (3770)
3701 TACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTA
o

Spel (3868)
3801 CACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAAT
-

SnaBI (3996)

3901 GGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACG

4001 TAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTG

Ndel (4101)
4101 GCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAAC

Pacl (4287)

Sdal (4279) BspLU11I

4201 ATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACA
-

4301 TGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCG

4401 ACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCG

4501 CTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCA

ApaLl (4611)
4601 AGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCC

4701 ACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGA

4801 ACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTT

4901 TTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTC

Eagl (5047)
Pacl (5027) Swal (5036) NotI (5046)
5001 ACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGT

5101 GTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATT
5201 TCTCTATCGAA
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