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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindlIII (245) Bsu36I (291)

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301

NgoMIV (441)
401

BstEII (555)
Agel (552) Ncol (560) MsclI (568) SphI (590)

501 CTGAGATCACCGGTCACCATGGCATGGCCACCTCCCTACTGGCTCTGCATGCTGGG

- 1M AW P P P YW LCMLG

601 CACCTTGGTAGGACTCTCAGCTACCCTAGCCCCAAACAGCTGTCCAGACAAACACTACTGGACTGGGGGAGGACTCTGCTGCCGGATGTGTGAGCCAGGT
133 T LV GL SATLAPNZ ST CUPDI KHYWTS GGG GTULT CT CI RMTCTEPSG
Bst11071 (755)

701 ACATTCTTTGTGAAGGACTGTGAACAAGACAGAACAGCTGCTCAGTGTGATCCCTGTATACCAGGCACCTCCTTCTCTCCAGACTACCACACCCGGCCCC

47 T F F V KD C EQD RTAAQCDU®PC I PGTSTFSPDYHTRFP
PstI (810)

801 ACTGCGAGAGCTGCAGGCATTGTAACTCTGGTTTTCTTATCCGCAACTGCACAGTCACTGCCAATGCTGAGTGCAGCTGTTCCAAGAACTGGCAGTGCAG

8*H C E S C RHCNSGF L I RNCTVTANATET CS ST CSKNWAOQTCR
BsrGI (910)

901 GGACCAGGAATGTACAGAGTGTGACCCTCCTCTAAACCCTGCACTGACCAGACAGCCATCTGAGACCCCGAGCCCACAGCCACCACCCACCCACTTACCT

113 D Q EC T ECD P P LNUPALTW RQPSETU®PS®PQ®P®PPTHILP

1001 CATGGCACAGAGAAGCCATCCTGGCCCCTACACAGGCAGCTTCCCAACTCGACTGTCTATAGCCAGCGGTCATCCCATAGACCCCTGTGCAGCTCGGACT

147 H G T E K P SW P LHRQLUPNZ STV Y SQURSSHU RZPILTCSSD

BspEI (1103) BbsI (1195)
1101 GCATCCGGATCTTTGTGACCTTCTCCAGCATGTTTCTTATCTTCGTCCTGGGTGCAATCTTGTTCTTCCATCAAAGAAGAAACCACGGGCCAAATGAAGA
18¥C | R I FV T F S SM F L I FV LGA 11 LFFH QRU RNUHGU®PNETHD

BstAPI (1203)  Sapl (1216)
1201 CCGGCAGGCAGTGCCTGAAGAGCCTTGTCCTTACAGCTGCCCCAGGGAAGAGGAGGGCAGTGCTATCCCTATCCAGGAGGACTACCGGAAACCCGAGCCT
2138 R Q AV P EE PC P Y SCUPQ RTETETEGSATIGP 1 QEDYRIKTPES/P
Mscl (1345)
Bsp120I (1328) Nhel (1339)
1301 GCTTTCTACCCTTGACCGGGTGCTGGTGGGGCCCTTTCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGC
2478 A F Y P e

Hpal (1477)  Mfel (1488)
1401 AGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCA

EcoRI (1573)
1501 TTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAAC
- <

1601 TTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGC

Sapl (1755)
1701 CTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTC

Sspl (1812) Swal (1826)
1801 CCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAA

1901 TATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTT

+414 ¢ N R T Y K

Sacl (2087)
2001 GAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCAC
134 L P | L E E I T T KV LK GNMTE I LV FCDUPAYDS I L ERSTC
BstXI (2116)
2101 ATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCA
1014M G C P SV V R I S RDV ED S Y PH RVAV I T D FDJIKI QGN SV
Stul (2251)

2201 CAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGAT
684 A S G I A I AN EACV TV RG I YAE I HVAS I I EGTK TR I




BbsI (2397)
Xmnl (2393)

2301 GGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTC

354 AA GV HHIKNDETYTLMT I KETAVEV LELDG QS I NTFT

Asel (2459)

2401 TTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCITATC

14K M - o

Sacl (2516)

2501 TGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAA

Spel (2614)
2601 AGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGAT
- -

SnaBI (2742)
2701 GTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGC

Ndel (2847)
2801 CAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCA

2901 CCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGG

Pacl (3033)
PstI (3026)
Sdal (3025) BspLUI11I (3043)
3001 GCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGG
-

3101 CGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTT

3201 TCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCAT

ApalLlI (3357)
3301 AGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCG

3401 GTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGC

3501 TACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTT

3601 GGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATC

Eagl (3793)
Pacl (3773) Swal (3782) Notl (3792)
3701 CTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGC

3801 AATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAAC
3901 TAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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