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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301
NgoMIV (441)
401
Agel (552) Neol (568)
501 CTGAGATCACCGGTAGGAGGGCCACCATGGCTGAACAAGTCCTTCCTCAGGCTTTG
. 1I*M A E Q VL P QA L
601 TATTTGAGCAATATGCGGAAAGCTGTGAAGATACGGGAGAGAACTCCAGAAGACATTTTTAAACCTACTAATGGGATCATTCATCATTTTAAAACCATGC
11 Y L S NM R K A V K I R ERT®PEUDI F KPTNGI I HHFIKTM
701 ACCGATACACACTGGAAATGTTCAGAACTTGCCAGTTTTGTCCTCAGTTTCGGGAGATCATCCACAAAGCCCTCATCGACAGAAACATCCAGGCCACCCT
44 H R Y T L EM F R T COQF CPOQFU RETIT1THIKALTIDTZ RNIOQATIL
HindIII (840) SphI (884)
BspEI (835) Nsil (882)

801 GGAAAGCCAGAAGAAACTCAACTGGTGTCGAGAAGTCCGGAAGCTTGTGGCGCTGAAAACGAACGGTGACGGCAATTGCCTCATGCATGCCACTTCTCAG
77" E S Q K K L NWOCWUREVU RIKILVALIKTNSGDSGNTZ CLMHATSNAQ
BspLULII (901)
901 TACATGTGGGGCGTTCAGGACACAGACTTGGTACTGAGGAAGGCGCTGTTCAGCACGCTCAAGGAAACAGACACACGCAACTTTAAATTCCGCTGGCAAC
1117 Y M W G VvV Q D T D L V L R K AL F S T L KETWDTRNTFKF R WAQ
1001 TGGAGTCTCTCAAATCTCAGGAATTTGTTGAAACGGGGCTTTGCTATGATACTCGGAACTGGAATGATGAATGGGACAATCTTATCAAAATGGCTTCCAC
144 L E S L K S Q E F VE T G L CY DT RNMWNDTEWDNTLII KMAST
Ncol (1108)
1101 AGACACACCCATGGCCCGAAGTGGACTTCAGTACAACTCACTGGAAGAAATACACATATTTGTCCTTTGCAACATCCTCAGAAGGCCAATCATTGTCATT
177 D T P M A R S GL QY NS LETETIlHI F VLT CNI LI RR RTPI I VI
1201 TCAGACAAAATGCTAAGAAGTTTGGAATCAGGTTCCAATTTCGCCCCTTTGAAAGTGGGTGGAATTTACTTGCCTCTCCACTGGCCTGCCCAGGAATGCT
211 S D K M L R S L E S G S NFAPULIKWVGG I Y L P L HWZPAA QTESTC
BstEII (1349) Hpal (1395)
1301 ACAGATACCCCATTGTTCTCGGCTATGACAGCCATCATTTTGTACCCTTGGTGACCCTGAAGGACAGTGGGCCTGAAATCCGAGCTGTTCCACTTGTTAA
244kY R Y P I VL G Y DS HHF VPLVTLJ KD SSG®PETI RAVPL VN
BsaBI (1496)
1401 CAGAGACCGGGGAAGATTTGAAGACTTAAAAGTTCACTTTTTGACAGATCCTGAAAATGAGATGAAGGAGAAGCTCTTAAAAGAGTACTTAATGGTGATA
277" R D R G R F E DULIKVHTFLTUDZPENTEMIKTEIZ KTLTLI KTEY LMV
Ncol (1523)
1501 GAAATCCCCGTCCAAGGCTGGGACCATGGCACAACTCATCTCATCAATGCCGCAAAGTTGGATGAAGCTAACTTACCAAAAGAAATCAATCTGGTAGATG
311 E | P V. Q G WD H G T THUL I NAAIKULUDTEANILUPIKTETI NL VD
Ncol (1684)
1601 ATTACTTTGAACTTGTTCAGCATGAGTACAAGAAATGGCAGGAAAACAGCGAGCAGGGGAGGAGAGAGGGGCACGCCCAGAATCCCATGGAACCTTCCGT
344D Y F E L V Q HE Y K K WQENJSZEI QG RI RETGHAQNZPMEUP SV
1701 GCCCCAGCTTTCTCTCATGGATGTAAAATGTGAAACGCCCAACTGCCCCTTCTTCATGTCTGTGAACACCCAGCCTTTATGCCATGAGTGCTCAGAGAGG
377 P Q L S L MDVI KT CET®PNT CPTFTFMSVNTW QPLTCHTETCSTER
1801 CGGCAAAAGAATCAAAACAAACTCCCAAAGCTGAACTCCAAGCCGGGCCCTGAGGGGCTCCCTGGCATGGCGCTCGGGGCCTCTCGGGGAGAAGCCTATG
411 R Q K N Q N K L P K L NS KUPGPZEGLU®PGMALGASI RGTEAY
1901 AGCCCTTGGCGTGGAACCCTGAGGAGTCCACTGGGGGGCCTCATTCGGCCCCACCGACAGCACCCAGCCCTTTTCTGTTCAGTGAGACCACTGCCATGAA
444 E P L AW NP E E S TG GPHSAPU®PTAPSU®PTFLTFSETTAMK
Psp14061 (2056)
2001 GTGCAGGAGCCCCGGCTGCCCCTTCACACTGAATGTGCAGCACAACGGATTTTGTGAACGTTGCCACAACGCCCGGCAACTTCACGCCAGCCACGCCCCA
477  C R S P G C P F T L NV QHNGT FT CEI RT CHNARI QQLHASUHATWP

Xmal (2121) BstAPI (2176)
BamHI (2117) Pstl (2174)
2101 GACCACACAAGGCACTTGGATCCCGGGAAGTGCCAAGCCTGCCTCCAGGATGTTACCAGGACATTTAATGGGATCTGCAGTACTTGCTTCAAAAGGACTA
511 D H T R H L D P G K CQATCLQDVTRTENGI CSTTC CTEFEFIKTR RT
Stul (2206) BspEI (2281)

2201 CAGCAGAGGCCTCCTCCAGCCTCAGCACCAGCCTCCCTCCTTCCTGTCACCAGCGTTCCAAGTCAGATCCCTCGCGGCTCGTCCGGAGCCCCTCCCCGCA
544 T A E A S S S L S T SLPUPSCHI QRS KSDZ®PS S RLVU RSP S PH
BstXI (2306) NgoMIV (2397)
2301 TTCTTGCCACAGAGCTGGAAACGACGCCCCTGCTGGCTGCCTGTCTCAAGCTGCACGGACTCCTGGGGACAGGACGGGGACGAGCAAGTGCAGAAAAGCC
577 S C HR A GNDAPAGT CLSQAARTU®PSGUD RTSGTS K CR KA
Dralll (2441)
2401 GGCTGCGTGTATTTTGGGACTCCAGAAAACAAGGGCTTTTGCACACTGTGTTTCATCGAGTACAGAGAAAACAAACATTTTGCTGCTGCCTCAGGGAAAG
611 G C VY F G T P E NK G F C T L CTF I EYRENIKUHTFAAAS G K
Xcml (2530)
2501 TCAGTCCCACAGCGTCCAGGTTCCAGAACACCATTCCGTGCCTGGGGAGGGAATGCGGCACCCTTGGAAGCACCATGTTTGAAGGATACTGCCAGAAGTG
644V S P T A S R F QNTI1I1 PCL G RETCGTLSGSTMT FTETGY CQKC



BspHI (2627) Sapl (2646)
2601 TTTCATTGAAGCTCAGAATCAGAGATTTCATGAGGCCAAAAGGACAGAAGAGCAACTGAGATCGAGCCAGCGCAGAGATGTGCCTCGAACCACACAAAGC
677 F I E A Q NQ R F HEAIKU RTTETEA QLIRSS QR RDV®PRTTAOQS
Xmal (2719)
Srfl  (2718) Xeml (2785)

2701 ACCTCAAGGCCCAAGTGCGCCCGGGCCTCCTGCAAGAACATCCTGGCCTGCCGCAGCGAGGAGCTCTGCATGGAGTGTCAGCATCCCAACCAGAGGATGG
7117 T S R P K C A R A S CIKNI1T L A CRSETELT CMETCI QHZPNIA QRHWM
2801 GCCCTGGGGCCCACCGGGGTGAGCCTGCCCCCGAAGACCCCCCCAAGCAGCGTTGCCGGGCCCCCGCCTGTGATCATTTTGGCAATGCCAAGTGCAACGG
744G P G A H R G E P AP EDU PUZPI K QRT CRAPATCDUHTFG GNAIKTCNG

Msel (2973)
BstAPI (2905) BstEIl (2956)  Nhel (2967)
2901 CTACTGCAACGAATGCTTTCAGTTCAAGCAGATGTATGGCTAACCGGAAACAGGTGGGTCACCTCCTGCTAGCTGGCCAGACATGATAAGATACATTGAT
777 Y C N E C F Q F K Q MY G e
3001 GAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATA

Hpal (3105)
3101 AACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTAT

EcoRI (3201)
3201 GGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTG
| -

Sapl (3383)
3301 TTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTAT

SspI  (3440) Swal (3454)
3401 GTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCA

3501 GAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGA

3601 GCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGG
—4494 ¢ N R T Y K L P I L E E I T T K VL K GNWME I L V F CTD@®P
BstXI (3744)

3701 AGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATG

11714 A Y D S | L E R C M G C P SV VU RI SRDVEUDSYPHZ RVA VI
Stul (3879)

3801 GTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAG
7749T D F D K Q G NS VA S G I A I A EACVTVZRGI Y ATE I HVAS

3901 AGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTC
444 | | E G T K TR 1 AAGVHHIKNDTETYTULMTI KTETAVTEVLE

Asel  (4087)

4001 CAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAA
114 L D Q Q S I N F T K M - -

4101 ACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAAT

Spel (4242)
4201 GGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTG
-

SnaBI (4370)
4301 AGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTC

Ndel (4475)
4401 CCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCC

4501 AAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGC

Pacl (4661)
Pstl (4654)

Sdal (4653) BspLU11I (4671)
4601 GGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC
e

4701 AGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACC

4801 CGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCT

ApaLI (4985)
4901 CCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCC

5001 GTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGA

5101 TTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCT

5201 GAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACG

5301 CGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTA




Eagl (5421)
Pacl (5401) Swal (5410) NotI (5420)
5401 GTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTC

5501 CATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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