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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
Agel (552) BspHI (560)
501 CTGAGATCACCGGTCATCATGACAGAAACCGATGGCTTCTACAAAAGTAGGGAAGT
- 1M T ET D G F Y K S R E V
601 GTTCGATCCAGCCGAGCAGTACAAGATGGACCACAAGAGGAGAGGAGTTGCCCTCATCTTCAATCACGAGAGGTTCTTTTGGCACCTGACCCTCCCAGAG
13 FDPAEQYKMDUHI KU RRGVA AL I FNHERTFFWHLT L P E
BglII (747)

701 AGGCGGGGCACCAACGCAGACAGAGACAACCTGACTCGCAGGTTTTCAGATCTAGGATTTGAAGTGAAATGCTTTAACGACCTCAGAGCAGAAGAACTCC
47* R R G T N A D RDNLTRRTFSD LG FEV KT CTFNDILRATETE'L
Sall (819)
DrallI (811) BbsI (859) Ncol (870)

801 TGCTCAAAATTCACGAGGTGTCGACTTCAAGCCACATAGATGCCGATTGCTTCATCTGTGTCTTCCTGAGCCATGGGGAAGGCAACCACGTTTACGCATA
8L L K I H EV ST S SH IDADT CT F 1 CVFLSHG GEGNUHVYVYAY

PshAI (946) BsaBI (978) Stul (992)
901 CGACGCCAAAATTGAAATTCAGACGTTGACTGGCTTGTTCAAAGGAGACAAGTGTCAGAGCCTGGTTGGAAAACCCAAGATATTTATCATCCAGGCCTGT
113 D A K I E I Q T L TG L FKGDJ KT CQSULVGI K®PK I F I 1 QATC

BsrGI (1097)

1001 CGGGGTAGCCAGCATGACGTACCCGTGGTTCCCCTGGACATGGTGGATCACCAGACAGACAAGCTGGACAACGTGACCCAGGTGGATGCTGCGTCCGTGT
147 R G S Q H DV PVV PLDMVDUHQTDI K LDNVTAOQVDAASYV

NgoMIV (1107)
1101 ACACGCTGCCGGCAGGGGCAGACTTCCTCATGTGCTACTCTGTCGCAGAAGGGTATTACTCTCACCGAGAAACTGTGAATGGCTCCTGGTACATTCAGGA
189 Y T L P A GAD FLMTCY SVAEGYYSHU RETVNSGSWY I QD

1201 TTTGTGTGAGATGCTGGCGAGGTACGGCAGTTCCCTGGAGTTCACGGAGCTGCTCACGCTGGTGAACAGAAAGGTCTCTCAGCGCCGCGTGGACTTCTGC
213 L C EM LA RYG S S LEFTETLTLTULVNI RIKYVYSQRIRVDTFTC
1301 AAAGACCCGGATGCAATCGGCAAGAAGCAGGTGCCCTGCTTCGCCTCAATGCTGACCAAAAAGCTGCATTTCTGTCCCAAACCTAGCAAGTAGGGCCATC
247 K D P D A I G K KQVPCFASMTLTI KT KTLHTFT CUPIKP S K e
Mscl (1466)
Pvull (1448) Nhel (1460)
1401 TGTCTTGCTACATATATTTCACACACATTTCCCTTTTTATACAAAGGCCAGCTGGTGGAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTG

Hpal (1598)
1501 GACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGT

Mfel (1609) EcoRI (1694)
1601 TAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTC
-
1701 TAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAA
-

Sapl (1876)
1801 TGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAA

Sspl (1933) Swal (1947)
1901 ATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCA

Eco01091 (2008)
2001 GATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTA

2101 GCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAG
1414 ¢ N R T Y K L P I L EE I T T KV LKGNME I LV FCDPAY
Sacl (2208) BstXI (2237)
2201 TCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAA
84D S | L E R C M G C P SV VR I SRDV EDSYPHU RVYVAV I TDF
Stul (2372)
2301 AGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGAT
714 D K QGNSVASG I A I AEACVTVRG I YA E I HV A S I I



2401 CTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCC

424 E G T K T R I AAGV HHIKNDEYLMT I KETA AV EV L E LD
Bbsl (2518)
Xmnl (2514) Asel (2580)
2501 TGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGT
84Q Q S I N F T K M= -
Sacl (2637)

2601 GGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGG

Spel (2735)
2701 AGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAA
-

SnaBI (2863)
2801 CCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAG

Ndel (2968)
2901 GTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG

3001 CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTC

Pacl (3154)
PstI (3147)
Sdal (3146) BspLUI11I (3164)
3101 GTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACC
-

3201 GTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG

3301 ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCG

ApalLlI (3478)
3401 GGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGC

3501 CCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG

3601 AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCA

3701 GTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAA

Pacl (3894)
3801 AAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATT

Eagl (3914)
Swal (3903) Notl (3913)
3901 AACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAA

4001 ACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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