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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)

Nael (441)
401

BStEII (555)
Agel (552) Ncol (560)

501 CTGAGATCACCGGTCACCATGGGCAGCAACAAGAGCAAGCCCAAGGACGCCAGCCA

- 1I* M G S N K S K P K DA S Q

SaclI (699)
601 GCGGCGCCGCAGCCTGGAGCCCTCGGAAAACGTGCACGGGGCAGGGGGCGCCTTCCCGGCCTCACAGACACCGAGCAAGCCCGCCTCCGCCGACGGCCAC
13 R R R S L EPSENVHGAGGATFUZPASGOQTU®PSI KUZPASATUDGH
Eagl (731)
Bspl120I (703) Sacll (728) Tth111I (769)
701 CGCGGGCCCAGCGCCGCCTTCGTGCCGCCCGCGGCCGAGCCCAAGCTCTTCGGAGGCTTCAACTCCTCGGACACCGTCACCTCCCCGCAGAGGGCGGGGC
47 R G P S AAF VP PAATET PZEKTLTFG GG GTFNSSDTUVTSUZPIOQRASG
BstXI (818)
BstEII (813)
801 CTCTGGCAGGTGGGGTGACCACCTTTGTGGCCCTCTATGACTATGAGTCACGGACAGAGACTGACCTGTCCTTCAAGAAAGGGGAGCGGCTGCAGATTGT
80P L A G GV T TF VALY DYZESR RTETHUDTULSTFIKTZ KTGETR RTLIOQTI V
Agel (952) XemlI  (965)
901 CAATAACACAGAGGGAGACTGGTGGCTGGCACACTCGCTGAGCACGGGACAGACCGGTTACATCCCCAGCAACTATGTGGCGCCCTCCGACTCCATCCAG
113 N N T E G DWWULAUHSTLSTGOQTSGY 1l PSNYVAZPSTUDS ST I Q
1001 GCTGAGGAGTGGTACTTTGGCAAGATCACTAGACGGGAATCAGAGCGGCTGCTGCTCAACGCCGAGAACCCGAGAGGGACCTTCCTCGTGAGGGAGAGTG
147 A E E W Y F G K 1 T RREJSTEZ RTLTLTLNAENTPTR RTGTTFTLVZRE S
1101 AGACCACAAAAGGTGCCTACTGCCTCTCTGTATCCGACTTCGACAATGCCAAGGGCCTAAATGTGAAACACTACAAGATCCGCAAGCTGGACAGCGGCGG
180 E T T K G A Y C L SV S DF DNAZIKTGTLNVI KU HYIK I RIKTLTDTSGG
1201 TTTCTACATCACCTCCCGCACCCAGTTCAACAGCCTGCAGCAGCTCGTGGCTTACTACTCCAAACATGCTGATGGCCTGTGTCACCGCCTCACTACCGTA
213 F Y I T S R T Q F NSLQOQLVAYYSIKUHADTGTLT CHRTLTTUV
Mscl (1331) Xmal (1355)
1301 TGTCCCACATCCAAGCCTCAGACCCAGGGATTGGCCAAGGATGCGTGGGAGATCCCCCGGGAGTCCCTGCGGCTGGAGGTCAAGCTGGGCCAGGGTTGCT
247 C P T S K P Q T Q GLAIKTUDAMWTETIUPRTETSLTZ RTLTEVI KTLTG QG GSTC
1401 TCGGAGAGGTGTGGATGGGGACCTGGAACGGCACCACGAGGGTTGCCATCAAAACTCTGAAGCCAGGCACCATGTCCCCAGAGGCCTTCCTGCAGGAGGC
280FF G E VWM G TWNGTTRVAI KTULIK&PGTMSU®PEATFTLIOQE A
BspHI (1505)
1501 CCAAGTCATGAAGAAACTGAGGCACGAGAAACTGGTGCAGCTGTATGCTGTGGTGTCGGAAGAACCCATTTACATTGTGACAGAGTACATGAACAAGGGG
313 Q VM K K L RHEIKTLVQLYAVVSETETPI Y I VTETVYMNKG
Sspl (1634) BspLUI1I (1661)
1601 AGTCTGCTGGACTTTCTCAAGGGGGAAACGGGCAAATATTTGCGGCTACCCCAGCTGGTGGACATGTCTGCTCAGATCGCTTCAGGCATGGCCTATGTGG
347 S L L D F L K G E T G K Y L RLPQL VDM SAOQI ASGMA YV
1701 AGCGGATGAACTATGTGCACCGGGACCTTCGAGCCGCCAATATCCTAGTAGGGGAGAACCTGGTGTGCAAAGTGGCCGACTTTGGGTTGGCCCGGCTCAT
380kE R M N Y V HR DL RAANILVGENLIVTCIKVADTFGTLAT RTL.I
1801 AGAAGACAACGAATACACAGCCCGGCAAGGTGCCAAATTCCCCATCAAGTGGACCGCCCCTGAAGCTGCTCTGTACGGCAGGTTCACCATCAAGTCGGAT
413 E D N E Y T AR QGAIKTFU P I KWTAZPTEAATLYGR RTFTI K STD
1901 GTGTGGTCCTTTGGGATTCTGCTGACCGAGCTCACCACTAAGGGAAGAGTGCCCTATCCTGGGATGGTGAACCGTGAGGTTCTGGACCAGGTGGAGCGGG
447 Vv W S F G | L L T E L T T KGR VPYPGMVNR RTEVLUDG QVETR
2001 GCTACCGGATGCCTTGTCCCCCCGAGTGCCCCGAGTCCCTGCATGACCTTATGTGCCAGTGCTGGCGGAAGGAGCCCGAGGAGCGGCCCACCTTCGAGTA
480G Y R M P C P P E C P E S L HDLMGCO QG CWRIKTETZ PTETETRTPTTFEY
Xmal (2152) Fspl (2178)
2101 CCTGCAGGCCTTCCTGGAAGACTACTTTACGTCCACTGAGCCACAGTACCAGCCCGGGGAGAACCTATAGGGACTGTGTGCGCAGAACTGTCACCTCTAG
513 L Q A F L E DY F TS TEU P QY QP GENTL e
Mscl (2212)
Nhel (2206)
2201 GCTTCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTG

Hpal (2344) Mfel (2355)
2301 ATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGA

EcoRI (2440)
2401 GGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCC
> -

2501 TTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTG




Sspl (2679) Swal (2693)
2601 TATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAA

2701 TACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAAC

2801 AAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGAC
414 ¢ N R T Y K L P I L E E I T T K V
BstXI (2983)

2901 CAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTG
1244 L K G NM E I LV F CDU®PAYDS I L ERI CMSGT C®PSV VU R Il SR
3001 TCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGA

904D V E D S Y P HR VA V I T DF DK QGNSVASGI A1l A EATCV
3101 CAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATA
5744 T VR G I Y A E I HV A S I I EGTIKTWRI A A GV HHIKNDE'Y
BspHI (3268)
XmnlI (3260)
3201 GAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTA
244 L M T | K E T AV E VL ELUDAI QQS T NTFTIKM--
Asel (3326)
3301 TACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATA
o

Spel (3481)
3400 GACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACT
-

3499 CCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATA

SnaBI (3609)
3599 GCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAA

Ndel (3714)
3699 TAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGG

3799 CGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGC

Pacl (3900)  BspLUIII (3910)
3898 AGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGAC
-

3997 GAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTC

4097 CTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGT

4197 GTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTA

4297 AGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACT

4397 ACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCAC

4497 CGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCT

Eagl (4660)
Pacl (4640) Swal (4649) Notl (4659)
4597 CAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCT

4697 GTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGT
4797 GCAGGTGCCAGAACATTTCTCTATCGAA
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