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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

SphI (560)
Agel (552)

501 CTGAGATCACCGGTCAGCATGCTTCTGTGGCTGCTGCTGCTGATCCTGACTCCTGG

- 1M L L WL L L L I L T PG

Ncol (649) Ndel (687)
601 AAGAGAACAATCAGGGGTGGCCCCAAAAGCTGTACTTCTCCTCAATCCTCCATGGTCCACAGCCTTCAAAGGAGAAAAAGTGGCTCTCATATGCAGCAGC
13 R EQ S G VAPIKAVLILILNZPPWSTATFIKG GEIZKVATL I CS S
701 ATATCACATTCCCTAGCCCAGGGAGACACATATTGGTATCACGATGAGAAGTTGTTGAAAATAAAACATGACAAGATCCAAATTACAGAGCCTGGAAATT
47 | S H S L A Q GDTY WY HUDTEIZKTLULIK I KHWDIK 1 QI TEP GN
BamHI (817) Sdal (870)

801 ACCAATGTAAGACCCGAGGATCCTCCCTCAGTGATGCCGTGCATGTGGAATTTTCACCTGACTGGCTGATCCTGCAGGCTTTACATCCTGTCTTTGAAGG
80y Q C K T R G S S L SDAVHVETFSU®PDWTLTILQALUHZPVEFEG

Tth111I (901)

901 AGACAATGTCATTCTGAGATGTCAGGGGAAAGACAACAAAAACACTCATCAAAAGGTTTACTACAAGGATGGAAAACAGCTTCCTAATAGTTATAATTTA
113 D N V I L R C Q G K DNIKNTHAOQIKV Y Y KDSGI KT QLZPNSYNIL
1001 GAGAAGATCACAGTGAATTCAGTCTCCAGGGATAATAGCAAATATCATTGTACTGCTTATAGGAAGTTTTACATACTTGACATTGAAGTAACTTCAAAAC
147 E K I T VN S VS R DNS K Y HCTAYU RI KTFY 1l LDIEVTS K

Sapl (1151)
1101 CCCTAAATATCCAAGTTCAAGAGCTGTTTCTACATCCTGTGCTGAGAGCCAGCTCTTCCACGCCCATAGAGGGGAGTCCCATGACCCTGACCTGTGAGAC
80P L N I Q V Q E L F L HPVLURASSSTT®PI EGSPMTLTT CTET
1201 CCAGCTCTCTCCACAGAGGCCAGATGTCCAGCTGCAATTCTCCCTCTTCAGAGATAGCCAGACCCTCGGATTGGGCTGGAGCAGGTCCCCCAGACTCCAG
213 Q L S P Q R P DV QLI OQOQTFJ SLTFRDSA QTLGLTGMWS ST RSUZPR RTLADQ

Bglll (1384) BsrGI (1398)
1301 ATCCCTGCCATGTGGACTGAAGACTCAGGGTCTTACTGGTGTGAGGTGGAGACAGTGACTCACAGCATCAAAAAAAGGAGCCTGAGATCTCAGATACGTG
247 1| P AMWTED S G S Y WZCEVETVTHSI1I KIKTZ RSTLTZ RSIOQTI R

Xbal (1428)
1401 TACAGAGAGTCCCTGTGTCTAATGTGAATCTAGAGATCCGGCCCACCGGAGGGCAGCTGATTGAAGGAGAAAATATGGTCCTTATTTGCTCAGTAGCCCA
280kV Q R VP V S NV NLETI RPTGGO QLI EGENMVLICSVAAQ
1501 GGGTTCAGGGACTGTCACATTCTCCTGGCACAAAGAAGGAAGAGTAAGAAGCCTGGGTAGAAAGACCCAGCGTTCCCTGTTGGCAGAGCTGCATGTTCTC
313 6 S G T VT F S WHJ KTEGRVURSLGR RI KT QRS STLILATETLTHUVL

Pspl4061 (1645) BbrPI (1668)
1601 ACCGTGAAGGAGAGTGATGCAGGGAGATACTACTGTGCAGCTGATAACGTTCACAGCCCCATCCTCAGCACGTGGATTCGAGTCACCGTGAGAATTCCGG
347 T V KX E S DA GR Y Y CAADNVU HSU®PI L STWI RVTVR I P

Dralll (1738)
1701 TATCTCACCCTGTCCTCACCTTCAGGGCTCCCAGGGCCCACACTGTGGTGGGGGACCTGCTGGAGCTTCACTGTGAGTCCCTGAGAGGCTCTCCCCCGAT
380V S H P VL TFRAPU RAHTVV GDLULTETLUHT CESTULRGS®PP I
BspHI (1815)
1801 CCTGTACCGATTTTATCATGAGGATGTCACCCTGGGGAACAGCTCAGCCCCCTCTGGAGGAGGAGCCTCCTTCAACCTCTCTCTGACTGCAGAACATTCT
413 L Y R F Y HEDVTLGNSSAPSGS GG GASTFNLSTULTATEHS
XemlI (1938) Bsu36I (1998)
1901 GGAAACTACTCCTGTGATGCAGACAATGGCCTGGGGGCCCAGCACAGTCATGGAGTGAGTCTCAGGGTCACAGTTCCGGTGTCTCGCCCCGTCCTCACCC
447 G N Y S C DA DNGLGAQHSHGVYVY S LRV TVPVSRZ®PVLT
Xmal (2008)
2001 TCAGGGCTCCCGGGGCCCAGGCTGTGGTGGGGGACCTGCTGGAGCTTCACTGTGAGTCCCTGAGAGGCTCCTTCCCGATCCTGTACTGGTTTTATCACGA
480L R A P G A Q AV V GDULULTETLUHT CETS STULUI RGSTFW®P I L Y WTF Y HE
2101 GGATGACACCTTGGGGAACATCTCGGCCCACTCTGGAGGAGGGGCATCCTTCAACCTCTCTCTGACTACAGAACATTCTGGAAACTACTCATGTGAGGCT
513 DD TLGNI SAHSSGG GAST FNLSLTTEUHSSGNY S CEA
2201 GACAATGGCCTGGGGGCCCAGCACAGTAAAGTGGTGACACTCAATGTTACAGGAACTTCCAGGAACAGAACAGGCCTTACCGCTGCGGGAATCACGGGGC
547 D N G L GA QH S K VV TLNVTS GTSI RNRTGLTAAGI TG
2301 TGGTGCTCAGCATCCTCGTCCTTGCTGCTGCTGCTGCTCTGCTGCATTACGCCAGGGCCCGAAGGAAACCAGGAGGACTTTCTGCCACTGGAACATCTAG
58ekL V L S I L VL A AAAALLHYARARI RIKZPGSGLSATSGTS S
2401 TCACAGTCCTAGTGAGTGTCAGGAGCCTTCCTCGTCCAGGCCTTCCAGGATAGACCCTCAAGAGCCCACTCACTCTAAACCACTAGCCCCAATGGAGCTG
613 H S P S E C Q E P S S SR PSR I DPQEWPTHSIKU®PLAPME'L
BstGI (2507) Bglll (2552)

2501 GAGCCAATGTACAGCAATGTAAATCCTGGAGATAGCAACCCGATTTATTCCCAGATCTGGAGCATCCAGCATACAAAAGAAAACTCAGCTAATTGTCCAA
647" E P M Y S NV NP G D S NP I Y S QI WS I QHTIKTENSANT CUP
Nsil  (2602) Nhel (2680)

2601 TGATGCATCAAGAGCATGAGGAACTTACAGTCCTCTATTCAGAACTGAAGAAGACACACCCAGACGACTCTGCAGGGGAGGCTAGCAGCAGAGGCAGGGC
680FkM M H Q E H E E L T VLY S EL KK THU®PDUDSAGTEUASSI RGURA



BbrPI (2738) Spel (2792)

2701 CCATGAAGAAGATGATGAAGAAAACTATGAGAATGTACCACGTGTATTACTGGCCTCAGACCACTAGCCCCTTACCCAGAGTGGCCCACAGGACTAGTCC
713 H E E D D E E NY E NV P R V L L A S D H e

2801 TAGCTCGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTT

Hpal (2961) Mfel (2972)
2901 TATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTT

3001 CAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCA
- -

3101 AGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATG

Sapl (3239) SspI (3296)
3201 GAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATA

Swal (3310)
3301 TTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGT

3401 AGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCC
414 ¢ N R T Y K L P I L E
Sacl (3571)
3501 TCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGA
1299 | T T K VL K G NM E I L VF CDU®PAYDS S 1 L EURI CMSGTCU®P SV
BstXI (3600)
3601 CCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGC

964 vV R I S R DV ED S Y P HRVAV I TDFDJ KA QGNSVASGI A
3701 AATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGG
63 | A E A CV T VRGI YAEI HVASI1IT I EGTIKTHRI AAGVH

Xmnl (3877)
3801 TGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCC
299H K N D E Y L M T I K E TAV EVLELDA QQS I NF TIKM--S4-——
Asel (3943)
3901 TATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAAC
o
Sacl (4000) Spel (4098)
4001 GAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTAC

4101 TAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGC
e

SnaBI (4226)
4201 ATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTAC

Ndel (4331)
4301 CGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATG

4401 GAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGT

Sdal (4509) Pacl (4517)  BspLU111 (4527)
4501 TATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCT
_ e

4601 CCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCC

4701 CTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGT

ApaLl (4841)
4801 ATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGA

4901 GTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAG

5001 TGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCG

5101 GCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTAC

Eagl (5277)
Pacl (5257) Swal (5266) Notl (5276)
5201 GGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTAT

5301 TTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGT
5401 CCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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