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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
BstEII (555)
Kasl (535) Agel (552) Ncol (560) BsrBI (574)
501 CTGAGATCACCGGTCACCATGGCTCCCTCGCCGCTCGCGTGGCTGCTGCGCCTGGC
- 1M A P S P LAW L L R LA
601 CGCGTTCTTCCATTTGTGTACTCTGCTGCCGGGTCAGCACCTCGGCATGACGAAATGCGAAATCATGTGCGACAAGATGACCTCACGAATCCCAGTGGCT
3 AN F FHLCTULULUPGAQHTULGMTI KT CE I MCDI KMMTSR I PV A
BstXI (746)
701 TTGCTCATCCGCTATCAGCTAAACCAGGAGTCCTGCGGCAAGCGTGCCATTGTCCTGGAGACGACACAGCACAGACGCTTCTGTGCTGACCCGAAGGAGA
47 L L | R Y Q LNQ E SCGI KU RA 1V LETTA QHI RR RTFEFTCADPK E

801 AATGGGTCCAAGACGCCATGAAGCATCTGGATCACCAGGCTGCTGCCCTCACTAAAAATGGTGGCAAGTTTGAGAAGCGGGTGGACAATGTGACACCTGG
80K W V Q D AM K H LDUHO QAAATLTT KNG GG GT KT FTETZKT RYDNVTPG

901 GATCACCTTGGCCACTAGGGGACTGTCCCCATCTGCCCTGACAAAGCCTGAATCCGCCACATTGGAAGACCTTGCTTTGGAACTGACTACTATTTCCCAG
113 | T L A T R G L S P S A LTKUPESATTLTEDTILATLTETLTT I SQ

Neol (1013) BstAPI (1075)

1001 GAGGCCAGGGGGACCATGGGGACTTCCCAAGAGCCACCGGCAGCAGTGACCGGATCATCTCTCTCAACTTCCGAGGCACAGGATGCAGGGCTTACGGCTA
147" E ARG TMGT SQ EPPAAV TGS SLSTSEAQDAGTLTA

1101 AGCCTCAGAGCATTGGAAGTTTTGAGGCGGCTGACATCTCCACCACCGTTTGGCCGAGTCCTGCTGTCTACCAATCTGGATCTAGCTCCTGGGCTGAGGA
180K P Q S I G S F EAAD I STTVWZPSPAVYQSGSSSWAEE

Bsu36I (1237)

1201 AAAAGCTACTGAGTCCCCCTCCACTACAGCCCCATCTCCTCAGGTGTCCACTACTTCACCTTCAACCCCAGAGGAAAATGTTGGGTCCGAAGGCCAACCC

213 K A T E S P ST TA P SPQV STTSPSTU PETENVGSTETGA QTP
Neol (1300) PshAI (1318)

1301 CCATGGGTCCAGGGACAGGACCTCAGTCCAGAGAAGTCTCTAGGGTCTGAGGAGATAAACCCAGTTCATACTGATAATTTCCAGGAGAGGGGGCCTGGCA
247 PW V Q G Q D L S P EK S LG SETETINTPVHTDNTEFGOQTETR RTGTPG

1401 ACACAGTCCACCCCTCAGTGGCTCCCATCTCCTCTGAAGAGACCCCCAGCCCAGAGCTGGTGGCCTCGGGCAGCCAGGCTCCTAAGATAGAGGAACCCAT
20PN T V H P SV A P | S S EETPSUPETLVASGS SQATPTK I EE P I

PstI (1508)

1501 CCATGCCACTGCAGATCCCCAGAAACTGAGTGTGCTTATCACTCCTGTCCCCGACACCCAGGCAGCCACAAGGAGGCAGGCAGTGGGGCTACTGGCTTTC

338 HATADUPOQIKTULSV L ITPVPDTQAATT RT RQAVGTLTLAF
AvrlI (1617) Stul (1689)

1601 CTTGGTCTTCTTTTCTGCCTAGGGGTGGCCATGTTTGCTTACCAGAGCCTTCAGGGCTGTCCCCGCAAAATGGCGGGGGAAATGGTAGAAGGCCTCCGCT

347 L G L L FCLGVAMTFEFAYO QSLQGT CUPRIKMAGTEMVYTETGTLR
Nhel (1753)

1701 ACGTCCCCCGTAGCTGTGGCAGTAACTCATACGTCCTGGTGCCAGTGTGAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAAC

330kY V P R S C G SN S YV LV PV e

Hpal (1891)
1801 CACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAAC

Mfel (1902) EcoRI (1987)
1901 AACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATA
> -

2001 CAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCAT

Sapl (2169)
2101 TAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACT

Sspl (2226) Swal (2240)
2201 GACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTC

2301 AAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAG

414 o
2401 TTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGA
304N R T Y K L P I L EE I'TTKVLKGNMETILVFCDFPATYDS I




SaclI (2501) BstXI (2530)
2501 TGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTT
64 L E R C M G C P SV V R I S RDVEDSYPHU RVAV I TDFDK
Stul (2665)
2601 CTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCA
734 Q G N SV ASG I A I AEACVTVI RG I YATE I HVAS I | EG
2701 GTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAG
394T K T R I ANA GV HHIKNDEY LMT I K ETA AV EV L E LD QAQS
BspHI (2815)
Xmnl (2807) Asel (2873)
2801 AGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGC
64 I N F T K M- -
Sacl (2930)
2901 GTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTT

Spel (3028)
3001 ACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTAT
-

SnaBI (3156)
3101 CCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGT

Ndel (3261)
3201 ACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTA

3301 CCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGC

Pacl (3447)
Pstl (3440)
Sdal (3439) BspLUI11I (3457)
3401 GGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAA
-

3501 GGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAA

3601 AGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCG

Apall (3771)
3701 TGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCG

3801 CTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGG

3901 TATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCT

4001 TCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGG

Pacl (4187) Swal (4196)

4101 ATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTT

Eagl (4207)
NotI (4206)
4201 AAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAAC

4301 GAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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