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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)
401
BspHI (560)
Kasl (535) Agel (552) BamHI (570)
501 CTGAGATCACCGGTCATCATGAAGATGGATCCCCGCCTCGCCGTCCGCGCCTGGCC
- 1M KM DPRL AV RAWTFP

601 CCTCTGCGGGCTGCTGCTGGCCGCGCTCGGCTGCGTCTGCGCCAGCGGCCCCCGCACCCTCGTGCTGCTGGACAACCTGAACGTGCGGGACACGCACTCG
13 L C GL L LAALGCVCASGPRTLVLLDNLNVRDTHS
701 CTGTTCTTCCGCAGCCTGAAGGACCGGGGCTTTGAGCTCACCTTCAAGACCGCAGATGACCCCAGCTTGTCCCTCATTAAGTACGGGGAGTTCCTCTATG

47 L F F R S L K DR GTF EL TFKTADU DT PSTLSLI KY GETF LY
801 ACAACCTTATCATCTTTTCCCCGTCGGTGGAAGATTTTGGAGGCAACATCAACGTGGAGACCATCAGTGCCTTCATTGATGGTGGCGGCAGCGTTTTGGT
8D N L I I F S P S VEDTFGGNINVETI SATFI DGGGS VLYV

BStEIl (919)

901 GGCTGCCAGCTCTGATATTGGTGACCCTCTTCGGGAACTGGGCAGTGAGTGTGGGATTGAGTTTGATGAAGAGAAAACAGCTGTCATCGACCACCACAAC

113 A A S S DI G DPLURELGS STETCGI I EFDTETETZKTAV I DHHN
Mscl (1017)

1001 TATGATGTCTCTGACCTTGGCCAGCACACACTCATTGTGGCTGACACTGAGAACCTGCTGAAGGCCCCGACCATTGTTGGCAAGTCATCTCTGAACCCCA

147 Y DV S DL GQHTUL I VADTTENLILIZ KAPTI VGKS S L NP
1101 TTCTCTTCCGAGGAGTTGGAATGGTGGCAGACCCGGACAATCCCTTGGTTTTGGACATCCTAACAGGCTCTTCAACCTCTTACTCCTTCTTCCCAGATAA
1801 L F R G VGM VA DZPIDNPLVLDI LTS GSSTSYSTFFPDK

Xmal (1274)
1201 ACCAATCACCCAGTACCCCCATGCGGTGGGGAGGAACACTCTGCTGATTGCCGGGCTCCAGGCCAGGAACAACGCCCGGGTCATCTTCAGTGGCTCTCTG
213 P I T Q Y P HA V GRNTULULI A GL QARNNARVYVI F S G S L
Fspl (1353)
Dralll (1346)
1301 GATTTCTTCAGCGATGCCTTCTTCAACTCGGCAGTGCAGAAGGCCACACCCGGTGCGCAGAGGTATTCTCAGACAGGCAACTATGAACTAGCTGTGGCCC
247 D F F S DA F F NS AV QKATU®PGAI QRYSQTGNYELAWVA
PshAI (1442) Dralll (1456)
1401 TCTCACGCTGGGTGTTCAAGGAGGAGGGTGTCCTTCGAGTAGGACCTGTGTCCCATCACCGGGTGGGCGAGATGGCTCCACCCAATGCCTACACTGTCAC
280kL S R W V F K E E G VLU RVGPVSHHRVYVGEMAPZPNAYTVT

Sandl (1550) Fspl (1589)
1501 CGACTTGGTGGAGTATAGCATCGTCATAGAACAGCTCTCCAATGGCAAGTGGGTCCCCTTTGATGGTGATGACATTCAGCTGGAGTTCGTGCGCATCGAC
313 DL VEY S 1 VI EQL SNGKWV?PFDSGDU DI QL EF VR I D

1601 CCCTTCGTGAGGACCTTCCTGAAGAGGAAAGGTGGCAAGTACAGTGTCCAGTTCAAGCTGCCTGACGTGTATGGTGTATTCCAGTTTAAAGTGGATTACA

347k P F V R T F L K R K GG K Y SV QF KL PDVY GV F QF K VDY
Ecod47IIT (1772)

1701 ACCGGCTGGGCTACACCCACCTGTACTCTTCCACCCAGGTGTCAGTGAGGCCACTCCAGCACACACAGTATGAGCGCTTCATCCCCTCGGCCTATCCCTA

380N R L G Y T H LY S S TQVS VU RPLI QHTIQYE ERTFI P SAY PY

BbsI (1849)
1801 CTATGCCAGTGCCTTCTCCATGATGGCCGGGCTCTTCATCTTCAGCATCGTCTTCTTGCACATGAAGGAGAAGGAGAAGTCTGACTGAGCTAGAACCTGG
413 Y A S A F S MMAGULT F 1 F S 1 VF L HMEKTEIKTEIK S D e
Mscl (1916)
Nhel (1910)
1901 GGTCCACACAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATT

Hpal (2048) Mfel (2059)
2001 TGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGT

EcoRI (2144)
2101 GGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGA
- -

2201 ATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATAT

SspI  (2383) Swal (2397)
2301 AGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATT

2401 TAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGG

2501 GAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTT
4414 ¢ N R T Y K L P I L E E | T T K

BstXI (2687)
2601 TGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGA
1254 Vv L K G NM E | L VF CDU®PAYDS 11 L ERI CMGT C®PSV VR I S




2701 TCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCA
924 R D V E D S Y P HR VA V I T DFDI KU QGNSVASGI A1 A E A
Stul (2822)
2801 CAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCT
5¢4C V T VR G I Y A E I HV A S 1 I E GT K TR I A A GV HWHIKNDE
BspHI (2972)

Bbsl (2968)

Xmnl (2964)
2901 CATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGT
254 'Y L M T I K E T AV EVLETLDA QQS T NTFTIKM--

Asel (3030)
3001 ATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTAT
o

Spel (3185)
3101 ATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAA
-

3201 CTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAA

SnaBI (3313)
3301 TAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTC

Ndel (3418)
3401 AATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATT

PstI (3597)
Sdal (3596)

3501 GGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTG

Pacl (3604)  BspLU11I1 (3614)
3601 CAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGAC
-

3701 GAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTC

3801 CTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGT

ApaLI (3928)
3901 GTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTA

4001 AGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACT

4101 ACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCAC

4201 CGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCT

Eagl (4364)
Pacl (4344) Swal (4353)  NotI (4363)
4301 CAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCT

4401 GTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGT
4501 GCAGGTGCCAGAACATTTCTCTATCGAA
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