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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Necol (560)
BStEIT (555)
Kasl (535) Agel (552) Ecod7III (573)

501 CTGAGATCACCGGTCACCATGGCGCGGCCAGCGCTGCTGGGCGAGCTGTTGGTGCT

[ 1* M A R P A L L G E L L V L

Sacll (632)
601 GCTACTGTGGACCGCCACCGTGGGCCAAGTTGCCGCGGCCACAGAAGTTCAGCCACCTGTGACGAATTTGAGCGTCTCTGTCGAAAATCTCTGCACGATA
13 L L WTATVGQVAAATEUVAQPPVTNLSVSVENTLTCT
701 ATATGGACGTGGAGTCCTCCTGAAGGAGCCAGTCCAAATTGCACTCTCAGATATTTTAGTCACTTTGATGACCAACAGGATAAGAAAATTGCTCCAGAAA
47 | W T W S P P E GA S P NCTWL R RYF SHTFDUDI QQDIKK I A P E
Pstl (841)
801 CTCATCGTAAAGAGGAATTACCCCTGGATGAGAAAATCTGTCTGCAGGTGGGCTCTCAGTGTAGTGCCAATGAAAGTGAGAAGCCTAGCCCTTTGGTGAA
80T H R K E E L P L DEIK I CLQVGSQCSANESETZKU®PSUPL VK
901 AAAGTGCATCTCACCCCCTGAAGGTGATCCTGAGTCCGCTGTGACTGAGCTCAAGTGCATTTGGCATAACCTGAGCTATATGAAGTGTTCCTGGCTCCCT
113 K ¢ I S P P E G DPESAV TETULI KT CI WHNLSYMIKTCSWLP
1001 GGAAGGAATACAAGCCCTGACACACACTATACTCTGTACTATTGGTACAGCAGCCTGGAGAAAAGTCGTCAATGTGAAAACATCTATAGAGAAGGTCAAC
147 G R N T S P D T HY T L Y YWY S S L EJIKJ SR RQCENI Y REGAQ
Psp14061 (1153)

1101 ACATTGCTTGTTCCTTTAAATTGACTAAAGTGGAACCTAGTTTTGAACATCAGAACGTTCAAATAATGGTCAAGGATAATGCTGGGAAAATTAGGCCATC
180PH | A C S F K L T KV E P S F EHQNVQI MV KIDNAGTIKTI R P S
1201 CTGCAAAATAGTGTCTTTAACTTCCTATGTGAAACCTGATCCTCCACATATTAAACATCTTCTCCTCAAAAATGGTGCCTTATTAGTGCAGTGGAAGAAT
213 C K I v S L T S Y V KUPDUPU®PHI KHULIULILIKNG GATLTLV QWK N

Sspl (1369)
1301 CCACAAAATTTTAGAAGCAGATGCTTAACTTATGAAGTGGAGGTCAATAATACTCAAACCGACCGACATAATATTTTAGAGGTTGAAGAGGACAAATGCC
247w P Q N F R S R C L T 'Y E V E V NNTQTWDU RMHNI L EVETETDKTC
EcoRI (1401) BstXI (1443) Tth111I (1465)

1401 AGAATTCCGAATCTGATAGAAACATGGAGGGTACAAGTTGTTTCCAACTCCCTGGTGTTCTTGCCGACGCTGTCTACACAGTCAGAGTAAGAGTCAAAAC
280kQ N S E S DR NME GTSCFQLPGVLADAVYTVZRVR R VKT
1501 AAACAAGTTATGCTTTGATGACAACAAACTGTGGAGTGATTGGAGTGAAGCACAGAGTATAGGTAAGGAGCAAAACTCCACCTTCTACACCACCATGTTA
313 N K L C F D DNIKULWSUIDWSTEAQS I GKEQNSTTFYTTWML
1601 CTCACCATTCCAGTCTTTGTCGCAGTGGCAGTCATAATCCTCCTTTTTTACCTGAAAAGGCTTAAGATCATTATATTTCCTCCAATTCCTGATCCTGGCA
347k L T I P VF VA V A V I | L L F Y L KR RULIK 1T I 1 F PP 1 P DUPG
1701 AGATTTTTAAAGAAATGTTTGGAGACCAGAATGATGATACCCTGCACTGGAAGAAGTATGACATCTATGAGAAACAATCCAAAGAAGAAACGGATTCTGT
380kK | F K EM F G D QNDDTL HWIKIK Y D1 Y E K QS KETETDS V

Mscl (1849)
Nhel (1843)
1801 AGTGCTGATAGAAAACCTGAAGAAAGCAGCTCCTTGATGGGGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGA
413 V. L I E N L K K A A P e

Hpal (1981) Mfel (1992)
1901 ATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCA

EcoRI (2077)
2001 TTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCA
> -

2101 AAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTG

2201 CAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCAC

Sspl (2316) Swal (2330) Eco01091 (2391)
2301 ATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTC

2401 ATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGT
4494 ¢ N R T Y
2501 ACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCT
1364 K L P I L E E I T T K V L KGNWMTE Tl LV F CDZPAYTDSII L ER
BstXI (2620)
2601 GCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTG
103 C M G C P SV VR I SRDVEHDSYZPHRVAVI TDTFUDTZKTOQGN




Stul (2755)
2701 CTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCC
699 V A S G I A I A EACVTVZRGI YATETI HVASI I EGTHZKTHR
XmnlI (2897)
2801 TGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAA

364 | A A GV HHKNDTEYLMT I KETAVEVLETLUDI QQS I NTF
BspHI (2905)
Bbsl (2901) Asel (2963)
2901 GGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT
3 T K M - -y

3001 TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTT

Spel (3118)
3101 GGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCA
-

SnaBI (3246)
3200 TTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCAT

Ndel (3351)
3300 AATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATA

3400 CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCA

Pstl (3530)
Sdal (3529)Pacl (3537)  BspLUI1l (3547)
3500 GGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCG
-

3598 TTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACC

3698 AGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCT

ApaLI (3861)
3798 TTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCC

3898 TTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAG

3998 GCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAA

4098 AAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAA

Pacl (4277) Swal (4286)  NotI (4296)
4198 GAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AG

Eagl (4297)
4298 CGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAA
4398 AACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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