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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

BspLU11I (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCAACATGTTGCTAGTGTTGCTGATCTTGGCTGCATCGTGCAG
- 1I*»M L L VL L I L A A S CR
Xhol (611) XemlI (649)
601 GAGCGCCCTGCCTCGAGAGCCGACTATTCAGTGTGGCTCTGAGACAGGGCCATCTCCAGAGTGGATGGTCCAACACACACTCACTCCAGGAGACTTGAGG
13 S AL PRE®PTI QCGSETS G®PS®PEWMVAQHTLTZ®PSGTDL R
701 GACCTCCAAGTGGAACTCGTCAAGACAAGTGTGGCAGCAGAGGAGTTTTCAATTTTGATGAACATAAGCTGGATACTCCGGGCAGACGCCAGCATCCGCT
47 D L Q V E L V K T S VA A E E F S 1 L M NI SWI L RADAS I R
BglII (815) EcoRI (843) Stul (878)
801 TGTTGAAGGCCACCAAGATCTGCGTGAGTGGCAAAAACAACATGAATTCATACAGCTGTGTGAGGTGCAACTACACAGAGGCCTTCCAAAGCCAGACCAG
80FL L K A T K I C VS G K NN NMNISY S CVU R CNYTEATFQSQTHR
901 ACCTTCCGGCGGCAAATGGACATTCTCCTATGTAGGCTTCCCTGTGGAGCTGAGCACTCTCTATCTCATCAGCGCCCATAACATCCCCAATGCTAATATG
113 P S G G K W T F S Y V GF P V E L S TULY L1 SAHNIUPNANM
ApaLl (1077)
1001 AATGAGGACAGCCCTTCTTTGTCTGTGAACTTCACCTCGCCAGGCTGCCTAAACCACGTAATGAAATATAAAAAGCAGTGCACTGAGGCGGGAAGCCTGT
147 N E D S P S L S VNFTSPGT CLNUHVMIKYIKI KA QTCTTEAGS L
SandI (1100)
1101 GGGACCCAGACATCACTGCTTGTAAAAAGAACGAGAAGATGGTTGAAGTGAATTTCACAACCAATCCCCTTGGAAACAGATACACGATTCTCATTCAACG
180w D P D I T A C K K NE KM V EVNTFTTNPLGNR RYTIl L I QR
Xbal (1219)
1201 GGACACGACATTGGGGTTTTCTAGAGTGCTGGAGAATAAACTGATGAGGACGTCTGTAGCCATCCCGGTGACTGAGGAGAGTGAAGGTGCGGTGGTTCAG
213 D T T L G F S RV LENIKILMRTSVAI PV TETESTESGAVVAQ
1301 CTGACCCCATATTTACATACCTGCGGCAATGACTGCATCCGACGCGAAGGGACAGTTGTGCTTTGCTCAGAGACAAGTGCTCCCATCCCTCCAGATGACA
247 L T P Y L H T CGNDT CI RRESGTUVVLTCSETSA APl P P DD
Sphl (1406)
1401 ACAGACGCATGCTGGGAGGCTGGCTGCCTCTCTTCCTGGTGCTGCTGGTGGCTGTGTGGGTGCTGGCAGCTGGGATCTACCTAACTTGGAGGCAAGGAAG

280k N R R M L G G W L P L F L VLLVAVWVLAAGI Y LTWRIOQGHR
1501 GAGCACGAAGACGTCCTTTCCTATTTCCACCATGCTCCTGCCCCTCATTAAGGTCCTGGTGGTTTATCCTTCTGAGATATGTTTCCATCACACCGTCTGT
3138 S T K T S F P I S TMULULU®PLI KVLVVYU®PSEICFHUHTWVC

Pstl (1626)

1601 CGCTTCACTGACTTTCTTCAAAACTACTGCAGAAGTGAGGTCATCCTTGAAAAATGGCAGAAAAAGAAAATCGCCGAGATGGGGCCGGTACAGTGGCTGA

347 R F T D F L QNY CRSTEUVILETZ KW QI KT KT KTIAEMGTPVQWL

Msel (1776)

1701 CCACTCAGAAGCAAGCGGCAGATAAAGTGGTCTTCCTTCTTCCCAGTGACGTCCCGACCCTTTGTGACAGTGCCTGTGGCCACAATGAGGGCAGCGCCAG

380 T T Q K Q AA DKV V F LLUPSDVZPTLT CDSAT CGHNTETGSAR

1801 GGAGAACTCTCAGGATCTGTTCCCTCTTGCCTTTAACCTCTTTTGTAGTGATTTCAGCAGCCAGACGCATCTGCACAAATACCTGGTGGTCTATCTTGGG

413 E NS Q DL F P LATFNLTFT CSDTFSSOQTHTLUHEKTYTLVVYTLSG
BspHI (1955)

1901 GGAGCAGACCTCAAAGGCGACTATAATGCCCTGAGTGTCTGCCCCCAATATCATCTCATGAAGGACGCCACAGCTTTCCACACAGAACTTCTCAAGGCTA

447 G A D L K G DY NA LS VCPO QYUHLMTEKT DATATFUHTTETLTLTKA

Xmal (2066) Nhel (2096)
2001 CGCAGAGCATGTCAGTGAAGAAACGCTCACAAGCCTGCCATGATAGCTGTTCACCCTTGTAGTCCACCCGGGGGAATAGAGACTCTGAAGCCTTCCGCTA
480*T Q S M S V K K R S QA CHUD S C S P L e
Msel (2102)
2101 GCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGC

Hpal (2234) Mrfel (2245)
2201 TTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAA

EcoRI (2330)
2301 AGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGG
- -

2401 GATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCA

SspI  (2569) Swal (2583)
2501 AGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTG

2601 CAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCT




2701 TTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCA
414 ¢ N R T Y K L P I L E E I T T K V L K G
Sacl (2844) BstXI (2873)

2801 TTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCAT
204N M E | L V F CDPAY DS 1 L ERCMSGT C®PSVVZR I SRDVETD
2901 CAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCT
874 S Y P H R VA VI T DF DI KAQGNSVASGI A Il AEATCVTVR

Stul (3008)
3001 GCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTG
544 G | Y A E I HV A S I | EGTI KT RI A AGV HHIKNIDTEYLWMT
BspHI (3158)
Xmnl (3150)
3101 ATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCG

2041 K E T A VEVLETLTDTI GOQQS I NFTKM=-
Asel (3216) Sacl (3273)
3201 ATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACC
-

Spel (3371)
3301 GTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGT
-

3400 CAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAA

SnaBI (3499)
3500 TACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTA

NdeI (3604)
3600 CTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGG

Pstl (3783)
Sdal (3782)Pacl (3790)
3700 GAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTA

BspLUI11I (3800)
3798 AGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAA
-

3898 AAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACC

3998 CTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTC

ApaLl (4114)
4098 GCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTT

4198 ATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACT

4298 AGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCG

4398 GTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGA

Eagl (4550)
Pacl (4530) Swal (4539) Notl (4549)
4498 AAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTT

4598 TTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAG
4698 AACATTTCTCTATCGAA
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