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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) BspHI (560) Sacll (578)
501 CTGAGATCACCGGTCATCATGACCGCGCGGGGCGCCGCGGGGCGCTGCCCTTCTTC
- 1I*» M T ARG AAG RC P S S
BspHI (638)
601 GACATGGCTGGGCTCCCGGCTGCTGCTGGTCTGTCTCCTCATGAGCAGGAGTATTGCCAAGGAGGTGTCAGAACACTGTAGCCACATGATTGGGAATGGA
13 T w LG SR LLULVCULILMSU RS I AKEV S EHT CSHMIGNG
Pstl (712)
701 CACCTGAAGGTCCTGCAGCAGTTGATCGACAGTCAAATGGAGACTTCATGCCAGATTGCCTTTGAATTTGTAGACCAGGAACAGCTGGATGATCCTGTTT
47" H L K V L Q Q L I DS QMETSCAOQ I A F EFVDAQEQLDUD PV
801 GCTACCTAAAGAAGGCCTTTTTTCTGGTACAAGACATAATAGATGAGACCATGCGCTTTAAAGACAACACCCCCAATGCTAACGCCACCGAGAGGCTCCA
8¥C Y L K K A F FLVQD I IDETMUR RT FIKIDNTUPNANATETRTLNAQ
901 GGAACTCTCCAATAACCTGAACAGCTGCTTCACCAAGGACTATGAGGAGCAGAACAAGGCCTGTGTCCGAACTTTCCATGAGACTCCTCTCCAGCTGCTG
113 E L S N N L N S C F T KDY EEQNIKATCVI RTF FHETU®PLAO QTL L
1001 GAGAAGATCAAGAACTTCTTTAATGAAACAAAGAATCTCCTTGAAAAGGACTGGAACATTTTTACCAAGAACTGCAACAACAGCTTTGCTAAGTGCTCTA
147 E K | K N F F N ET K N L L EKDWN I FTIKNZ CNNSTFATZKTC S
BstEII (1110)
1101 GCCGAGATGTGGTGACCAAGCCTGATTGCAACTGCCTGTACCCTAAAGCCACCCCTAGCAGTGACCCGGCCTCTGCCTCCCCTCACCAGCCCCCCGLccc
189 S R D V VT K P D CNTCULYPKATU®PSSDUPASASUPHIGQZPUPAUP

Xeml (1202)
Neol (1202)

1201 CTCCATGGCCCCTCTGGCTGGCTTGGCTTGGGATGATTCTCAGAGGACAGAGGGCAGCTCCCTCTTGCCCAGTGAGCTTCCCCTTCGCATAGAGGACCCA

2138 S M A P LA G LAWUDT D SQURTTEGSSTLL®PSTETLTPTLTR RTIETDP

Xhol (1342) Ncol (1365)
1301 GGCAGTGCCAAGCAGCGACCACCCAGGAGTACCTGCCAGACCCTCGAGTCAACAGAGCAACCAAACCATGGGGACAGACTCACTGAGGACTCACAACCTC
247 G S A K Q R P PR STOCQTULESTEQPNHSGD RILTETDSAQF®P
Bspl120I (1414) HindIII (1478)
1401 ATCCTTCTGCGGGGGGGCCCGTCCCTGGGGTGGAAGACATTCTTGAATCTTCACTGGGCACTAACTGGGTCCTAGAAGAAGCTTCTGGAGAGGCTAGTGA
280MH P S A G G PV P GV ED I L E S SLGTNWV L EEASGTEASE
Bsp120I (1580)
1501 GGGATTTTTGACCCAGGAAGCAAAGTTTTCCCCCTCCACGCCTGTAGGGGGCAGCATCCAGGCAGAGACTGACAGACCCAGGGCCCTCTCAGCATCTCCA
313 G F L T Q EA K F S P STUPVGGS I QA ETDI RUPIRALSAS©P
Mscl (1680)
1601 TTCCCTAAATCAACAGAGGACCAAAAGCCAGTGGATATAACAGACAGGCCGTTGACAGAGGTGAACCCTATGAGACCCATTGGCCAGACACAGAATAATA
347 F P K S T EDQ K PV D I TDURUWPULTEVNUPMI RPIGQTIQNN
1701 CTCCTGAGAAGACTGATGGTACATCCACGCTGCGTGAAGACCACCAGGAGCCAGGCTCTCCCCATATTGCGACACCGAATCCCCAACGAGTCAGCAACTC
30T P E K T DG T ST L REDUH QEU®PGSPH I ATPNUPAOQR RV SN S
1801 AGCCACCCCCGTTGCTCAGTTACTGCTTCCCAAAAGCCACTCTTGGGGCATTGTGCTGCCCCTTGGGGAGCTTGAGGGCAAGAGAAGTACCAGGGATCGA
413 A T PV A Q L L L PK SH SWSG IV LPLGTETLTESGI KR RSTRDR
1901 AGGAGCCCCGCAGAGCTGGAAGGAGGATCAGCAAGTGAGGGGGCAGCCAGGCCTGTGGCCCGTTTTAATTCCATTCCTTTGACTGACACAGGCCATGTGG
447 R S P A E L EGG SA S EGAARUPVARTE FENIS 1T PLTUDTGHYV
BamHI (2011)
2001 AGCAGCATGAGGGATCCTCTGACCCCCAGATCCCTGAGTCTGTCTTCCACCTGCTGGTGCCGGGCATCATCCTAGTCTTGCTGACTGTTGGGGGCCTCCT
480*E Q H E G S S D PQ I P E SV FHLLVZPG 1 I LV LLTVSGSG L L
2101 GTTCTACAAGTGGAAGTGGAGGAGCCATCGAGACCCTCAGACATTGGATTCTTCTGTGGGGCGACCAGAGGACAGCTCCCTGACCCAGGATGAGGACAGA
513 F Y KW KW R SHRDUPOQTULDS SV G RU®PEDSSLTIAQDETDR
Ndel (2269)
2201 CAGGTGGAACTGCCAGTATAGAAAGGATTCTATGCTGGGCACACAGGACTATCTCTTTATGGAAGGAGACATATGGGAACATCCACCACTACCCTCTCCT
5478 Q V E L P V e
Mscl (2362)
Nhel (2356)

2301 ACCATCTTCCTGGGAATGTGGCCTACCACTACCAGAGCTCCTGCCTACCAAGACTGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACA

Hpal (2494)
2401 AACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAAC




Mfel (2505) EcoRI (2590)
2501 AACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAA
-

2601 ATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTG

Sapl (2772)
2701 CATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGC

Sspl (2829) Swal (2843)
2801 ACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATG

2901 CTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTT

1449
Tl

3001 TAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAG
1494¢ N R T Y K L P | L E E I T T KV LK GNMTE I LV FCDUPAYDS
3101 AGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTC
74 1 L E RCMGTC®PSVVI R I SRDVEDSYPHU RVAYV I TDFD
3201 CTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCC
744 K Q G NSV ASG I A I A EACVTVIRG I YAE I HV A S I | E
3301 CCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCT
446 T K T R I AA GV HHIKNDEY LMT I KETA AV EV L ELDAQNAQ
Asel (3476)
3401 GAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGAT
74 S I N F T K M- -
3501 GGCGTCTCCAGCITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTT

Spel (3631)
3601 GTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGC
-

SnaBI (3759)
3701 TATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCA

Ndel (3864)
3801 TGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGT

3901 TTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTG

Pacl (4050)
Pstl (4043)
Sdal (4042) BspLU11I (4060)
4001 GGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAA
<1

4101 AAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTA

4201 TAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAA

Apall (4374)
4301 GCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGA

4401 CCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCG

4501 AGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTA

4601 CCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAA

Pacl (4790) Swal (4799)
4701 AGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACA

Eagl (4810)
NotI (4809)
4801 TTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAA

4901 AACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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