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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
BstEII (555) Xmal (569)
Kasl (535) Agel (552) SandI (565)

501 CTGAGATCACCGGTCACCATGGGGACCCGGGCAAGCAGCATCACCGCCCTCGCCTC

- 1M G T R A S S I T AL A S
601 TTGCAGCCGCACCGCCGGCCAAGTCGGAGCCACGATGGTCGCCGGCTCTCTTCTCCTGCTTGGATTCCTCAGCACCATCACAGCTCAACCAGAACAAAAG
138 ¢ S R TAGQVGATMVAGS S LULULULGTFTULSTI TAAQPTE QK

Mscl (744)
701 ACTCTGAGTCTCCCTGGCACCTACCGCCATGTTGACCGTACCACTGGCCAGGTGCTAACCTGCGACAAGTGCCCAGCAGGAACGTATGTCTCCGAGCACT
47 T L S L P G T YR HV DRTTGAQVLTT CUDJI KT CZPAGTY V S E H
Pvull (828)
BstAPI (824) SaclIl (836) PshAI (883)  BstXI (895)
801 GTACCAACATGAGCCTGCGAGTCTGCAGCAGCTGCCCCGCGGGGACCTTTACCAGGCACGAGAACGGCATAGAGAGATGCCATGACTGTAGTCAGCCATG
80C T N M S L RV CS SCPAGTT FTIR RHENSGTI EI RT CHTDTCSOQFPTC
901 TCCATGGCCGATGATTGAGAGATTACCTTGTGCTGCCTTGACTGACCGAGAGTGCATCTGCCCACCTGGAATGTATCAGTCTAATGGTACCTGCGCTCCC
113 P W P M | E R L P CAAL TDJUZRETCI CPPGMYQSNGTT CAT®P
1001 CATACAGTGTGCCCCGTGGGCTGGGGTGTGCGGAAGAAAGGGACAGAGAATGAAGATGTGCGCTGTAAGCAGTGCGCTCGGGGTACCTTCTCTGACGTGC
147 H T V C P V G W G V R K K G TENEDVU R CIKIOQCARGTTF S DV
Tth111I (1183) Sphl (1196)
1101 CTTCCAGTGTGATGAAGTGTAAAGCTCACACGGACTGTCTGGGTCAGAACCTGGAGGTGGTCAAGCCAGGGACCAAGGAGACAGACAACGTCTGTGGCAT
1890kP S S VM K C K A HTDT CLGAQNLTEVV KU®PGTI KETIDNWVTCGWM
Ndel (1264)
1201 GCGCCTGTTCTTCTCCAGCACAAACCCACCTTCCTCTGGCACAGTTACCTTTTCTCACCCTGAGCATATGGAATCCCACGATGTCCCTTCCTCCACCTAT
213 R L F F S S T NPPSSGTVTT FSHZPEUHMESUHUDVZPSSTY
1301 GAGCCCCAAGGCATGAACTCAACAGATTCCAACTCTACTGCCTCTGTTAGAACTAAGGTACCAAGTGGCATCGAGGAAGGGACAGTGCCTGACAATACGA
247 E P Q GM NS T DSNJSTASVRTIKVZPSGI EEGTVPDNT
1401 GCTCAACCAGTGGGAAGGAAGGCACTAATAGGACCCTGCCAAACCCACCACAAGTTACCCACCAGCAAGCCCCCCACCACAGACACATTCTGAAGCTGCT
280kS S T S G K E G T NR T L P NWPUWPQVTHAOQQAPHUHRMHI L KL L
BstEII (1561)
1501 GCCATCGTCCATGGAGGCCACGGGTGAGAAGTCCAGCACAGCCATCAAGGCCCCCAAGAGGGGTCACCCCAGACAGAACGCTCACAAGCATTTCGACATC
313 P S S M E A T G E K S S TA 1 KA PKWZ RGHUPIR R QNAUHIKHTF DI
Bsp1201
1601 AACGAGCACTTGCCTTGGATGATCGTCCTCTTCCTTCTGCTGGTCCTGGTGCTGATAGTGGTGTGCAGTATCCGAAAGAGCTCCAGGACTCTCAAAAAGG
347k N E H L PWMI VL FLLULUVLVL I VVCS S I RIKS SR RTIL KK
XemI (1715)
BamHI (1710)
1701 GGCCCCGGCAGGATCCCAGCGCCATAGTGGAAAAGGCGGGGCTGAAGAAGTCCCTGACTCCCACCCAGAACCGGGAGAAATGGATCTACTACCGCAACGG
380G P R Q D P S A I VEKAGLIKIKSLTPTI QNR RETKMWI Y Y RNSG
HindIII (1819)
1801 CCATGGTATTGACATCTTGAAGCTTGTAGCAGCCCAGGTGGGAAGCCAGTGGAAGGACATCTATCAGTTTCTTTGCAACGCCAGCGAGAGGGAGGTGGCG
413 H G | DI L KL VAAQVG S QWJ K D I Y QFLT CNASTETRTEVA
Bsu361 (1972)
1901 GCCTTCTCCAATGGATACACTGCAGATCACGAACGGGCCTACGCGGCTCTGCAGCACTGGACCATCCGTGGCCCTGAGGCCAGCCTTGCCCAGCTCATTA
447 A° F S N G Y T A DHEIRAYAAL QHWTI RGPEASTILAGQL I
Bbsl (2056)
2001 GCGCCTTGCGCCAGCACCGACGCAATGATGTTGTGGAGAAGATTCGTGGGCTGATGGAAGACACTACACAGTTGGAAACAGACAAACTGGCTCTCCCCAT
480S A L R Q H R R NDV V E K1 R GLMET DTTQLETUDI KTLATLUPWM
EcoRI (2154)
2101 GAGCCCCAGTCCGCTGAGCCCGAGCCCCATCCCCAGTCCTAACGTGAAACTTGAGAATTCCACTCTCCTGACAGTGGAGCCCTCACCGCTGGACAAGAAC
513 S p S P L SPS?PI PSPNWVI KTILTENSTLILTVEHPSUZPTLDIKN
2201 AAGTGCTTCTTCGTGGACGAGTCAGAGCCCCTTCTGCGTTGCGACTCCACATCCAGTGGCTCTTCAGCACTGAGCAGAAACGGCTCCTTTATTACCAAAG
547# K C F F VD E S EPLLURTCDS STSSGSSAL SR RNGS ST F I TK
2301 AAAAGAAGGACACAGTGTTGCGGCAGGTCCGCCTGGACCCCTGTGACTTGCAGCCCATCTTTGATGACATGCTGCATATCCTGAACCCCGAGGAGCTGCG
580E K K D T VL R Q VR LDU®PTCDWLI Q®PI1I FDDMLUHI L NPTETETLR
Xmnl (2407)
2401 GGTGATTGAAGAGATTCCCCAGGCTGAGGACAAACTGGACCGCCTCTTCGAGATCATTGGGGTCAAGAGCCAAGAAGCCAGCCAGACCCTCTTGGACTCT
613 v I E E I P Q A E DK L DRULT FETI I GV KSAQEASOAQTULTULDS
Mscl (2553)
BsrGI (2501) Nhel (2547)
2501 GTGTACAGTCATCTTCCTGACCTATTGTAGAACACAGGGGCACTGCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAAC
647F V. Y S H L P D L L e




Hpal (2685) Mrfel (2696)
2601 TAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAAT

EcoRI (2781)
2701 TGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCAT
[ -

2801 AGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTG

2901 TTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTC

SspI  (3020) Swal (3034)
3001 CCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCC

3101 CTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTG
1494 ¢ N R
3201 GTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCT
1374T Yy K L P I L E E I T T K V L KGNWMTE I L VF CDZPAYUDS I L E
BstXI (3324)
3301 CTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCC
1944 R C M G C P SV VR I S RDVEDSYU®PHRVAV I TDTFUDTZKAOQG
Stul (3459)

3401 GTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTG
74 N S VA S GI A1l AEACVTVZ RGI YATETI HVASI I EGTHK
3501 GTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGT

374T R | A A G V HHIKNDTEYILMTI KETAVEUVLTETLUD- GQQSTI N
Bbsl (3605)
Xmnl (3601) Asel (3667)
3601 TGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCC
44 F T K M - -
3701 AGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACA

Spel (3822)
3801 TTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGC
-

SnaBI (3950)
3901 CCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGG

Ndel (4055)
4001 CATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAA

4101 ATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAG

Pacl (4241)

Sdal (4233) pLUI1I (4251)
4201 CCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGC
-

4301 GTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATAC

4401 CAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGC

ApaLl (4565)
4501 TTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGC

4601 CTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTA

4701 GGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAA

4801 AAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCA

Pacl (4981) Swal (4990)
4901 AGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCA

Eagl (5001)

NotI (5000)
5001 GCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACA
5101 AAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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