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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
Nael (441)
401
Ncol (560)
BstEII (555)
KasI (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGCTGGCAAGAAGTCATCGGGCAAGCGGTCATGGCC
- I* M A G K K S S G K R S WP
Xeml (626)
601 GCTTCTGGGGCTGCTGGTCACTGTAGCCACCATCCACCTGGTTATATGTCCCTACACCAAGGTAGAAGAGAGCTTCAACCTTCAGGCCACACATGACCTC
13 L L G L LV TVATI HLUVI CPYTIKVETESTFNLI QATHTDIL
Xeml (735) AvrIl (757)
701 CTGTACCACCAGCTGGACATAGACAAGTACGACCACCACGAGTTTCCTGGAGTTGTTCCTAGGACGTTCCTCGGGCCGCTGGTGATCGCAGCGTTCTCCA
47 L Y H Q L DI D K Y DHHETFU®PGVVPRTTFLG®PL VI A ATF S
801 GCCCCGTGGTTTATGTGCTCTCGCTTTTAGAAGTATCCAAATTTTATTCTCAGCTGATAGTCAGAGGAGTCCTTGGGCTTGGTGTGATTTCTGGACTCTG
89S P V VY VL S L L EV SKFYSQL I VRGVLGLGV I S G LW

EcoRV (960)
901 GACATTACAAAAGGAAGTGAGACAGCAGTTCGGAGCCACGGTGGCTGTCATGTTCTGCTGGATATCAGCCACACAGTTTCATCTCATGTTCTACTGTACG
113* T L Q K E VR Q Q F GA T VAVMTFT CWI SA T QFHLMTFYTCT
Bsp120I (1070)
1001 AGGACACTCCCCAACGTGTTGGCCCTGGCTGTGGTCTTACCAGCCCTCACAGCCTGGCTGCAGCGGAGGTGGGCCCTGTTTGTCTGGCTCTCAGCCTTCG
147 R T L P NV L AL AV VLUPALTAWILU ORI RWAILTFVWIL S ATF
BbsI (1169)
1101 TCATCATTGGCTTCAGGGCTGAGCTGGCCATGCTGCTGGGCATTGCGCTGCTGCTGACCTTGTACCAAAGAAGACTGACGGTGGCCAGAGTGCTCCGACA

180V I I G F R A E LA MLLGI AL L L TLY QR RLTVARVLRH
1201 CGCCATCCCAGCAGGGCTTCTCTGTCTAGGGCTGACGGTTGCTGTGGACTCCTATTTCTGGCGATACCTTGTATGGCCGGAAGGAGTGGTGCTTTGGTAC
213 A | P A GL L CLGLTVAVDSYFWRYULVWPETGVVL WY

Stul (1374)
1301 AACACTGTCCTGAACAAAAGTTCCAACTGGGGCACTTCCCCACTCCTGTGGTATTTCTACTCAGCCCTGCCCCGAGGCCTGGGCTGCAGCCTTCTCTTCA
247" N T V L N K S S NWGTSUPLULMWY FY SALU&PRSGLTGT CSULLF
HindIII (1446)
1401 TACCCCTGGGTGCAGTGGACAGGAGGACCTATGCACTGGCCCTGCCAAGCTTGGGATTCGTGGCTCTATACTCACTCCTCCCACACAAGGAGCTGCGGTT
2801 P L G AV DRI RTYALALU®PSLGTFVALY S L L P HZKTETLRF
1501 CATCATCTATACCTTCCCTGTCCTCAACATCATGGCTGCCAGAGGCTGCACCTATATCCTGAATAAAAAGTCTTGGCCATACAAGGTGAGAGCTATGCTG

313 1 I Y T FPVLNIMAARTGT CTY 1l L NZKJIKZ SWPYKVRAMIL
1601 GTGACAGGGCATATCTTGGTGAATGTGGCATATACAGCCACGTCCCTCTATGTGTCTCATTTCAACTACCCTGGTGGGGTTGCGATGCAGCAGCTACATG
347k V. T G H1 L VNVAYTATS SULYVSHTFNY®PGGVAMAOQOQLH

Asp7181 (1704)
Acc651 (1704) PshAI (1716)
1701 AGCTGGTACCACCTCAGACAGATGTCCTTCTTCACATTGATGTGGCTGCTGCCCAGACAGGAGTGTCACGGTTTCTACAGGTCAATGATGACTGGAGGTA
380kE L V P P Q T DV LLHI DVAAAQTS GV S RFL QVNDUDWRY
1801 TGACAAGAGTGAAGATGTGGGAGCAGCGGCCATGCTGAACTACACCCACATCCTCATGGAGGCAGTGCCTGGGCACCCGGCCCTCTACAGGGACACACAT
413 D K S E DV GAAAMULNYTHI LMEAVZPGHUZPATLYRDTH
BsrBI
Xbal (1995)
1901 CGAGTCCTGGCCAGTATTGAGGGCACTACAGGTATAAGCCTGAATTTGATGAAACTGCCACCCTTTGATGTCAACCTGCAGACAAAGCTGGTACTTCTAG
447 R V. L A S I E G T T G I S L NL MKULUPUPFDVNILU QTIKIL VL L
BglIl (2032) Nhel (2055)
2001 AGCGGCTGCTTAGGCCAGCCTGAGAGGACAGGAGATCTCCAGGAACATCGAGTGTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAA
480E R L L R P A e

Hpal (2193)
2101 ACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACA

Mfel (2204) EcoRI (2289)
2201 ACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAA
[ -—

2301 TACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGC

2401 ATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCA

SspI  (2528) Swal (2542)
2501 CTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGC




2601 TCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTT
1414 o
2701 AGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGA
1404 N R T Y K L P I L E E I T T K V L KGNWME 1l L VF CDU&PAY DS
Sacl (2803)
2801 GATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCC
174 1 L E R C M G C P S V VR I SRDVEDSYUPHRVAVI TDTFTD
Stul (2967)
2901 TTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCC
734Kk Q G NS VA S GI Al A EACVTVIZ RSGI YATEI HVAS I I E G
3001 CAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTG
404 T K T R I A A G V HHIKNDTEY LMTI KETAVEUVLTETLDIAGQNRAQ
BspHI (3117)
BbsI (3113)

XmnI (3109) Asel (3175)
3101 AGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATG
74 S I N F T K M - -

Sacl (3232)
3201 GCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTG

Spel (3330)
3301 TTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGC
e

SnaBI (3458)
3400 TATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCA

Ndel (3563)
3500 TGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGT

3600 TTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTG

Sdal (3741)Pacl (3749)  BspLUI11I (3759)
3700 GGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGT
-t

3798 AAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGAC

3898 TATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGG

ApaLI (4073)
3998 AAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCC

4098 GACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAG

4198 CGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGT

4298 TACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAA

Pacl (4489)
4398 AAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAA

Eagl (4509)
Swal (4498) Notl (4508)
4498 CATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAAC
4598 AAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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