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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
Mlul (558)
501 CTGAGATCACCGGCACGCGTCACCATGGATGTGTGCGCCCGTCTTGCCCTGTGGCT
- 1M DV CA R LA LWL
Nhel (667)

601 TCTTTGGGGGCTCCTTCTGCATCAGGGCCAGAGTCTCAGCCATAGTCACAGTGAAAAGAATACAGGAGCTAGCTCCGGGGCGACTTCTGAAGAGTCTACC
11 L W G L L LHQGQ SL SHSHSEKNTSGASSGATSETEST
701 GAAGCAGAGTTTTGCCGAATTGACAAGCCCCTGTGCCACAGTGAGGATGAGAAGCTCAGCTTTGAGGCCGTCCGAAACATCCATAAGCTGATGGATGACG
45 E A E F C R I DK P LCH SEDETZKTLSTFEAV RN I HZKTILMDTD

Xceml (803)
801 ATGCCAATGGTGATGTGGATGTGGAAGAAAGTGATGAGTTCCTAAGGGAAGACCTCAATTACCATGACCCAACAGTGAAACATAGCACCTTCCATGGTGA

78D A N G DV DV E E SDETFLIREDTILNYHDU®PTVIKUHSTFHGE

HindlIII (904) BsrGI (953) SnaBI (993)
901 GGATAAGCTTATCAGCGTGGAGGACCTGTGGAAGGCGTGGAAATCATCAGAAGTGTACAACTGGACTGTGGATGAGGTGATACAGTGGCTCATTACGTAT
1771 D K L | SV ED LW K AWK S S EV YNWTVDEV I QWL I T Y
BspEI (1028) Nhel (1065)

1001 GTGGAGCTGCCACAGTATGAGGAGACCTTCCGGAAGTTGCAGCTTACTGGCCACGCCATGCCAAGGCTAGCAGTAACCAACACCACCATGACAGGGACTG
145 V. E L P Q Y E ET F RK LQLTGHAMZPRILAVTITNTTMTGT
1101 TACTGAAGATGACAGATCGGAGCCACAGGCAGAAGCTGCAGCTGAAGGCCCTGGACACAGTGCTGTTTGGGCCTCCTCTCTTGACTCGGCATAATCACCT
178V L K M T D R S HRQKLQULIKALDTVILTFG®PU®PILTULTRHNIHL

Xmnl (1200)
1201 GAAGGACTTCATGCTGGTGGTGTCTATCGTTATTGGTGTGGGTGGCTGCTGGTTTGCCTATATCCAGAACCGTTACTCTAAGGAGCACATGAAGAAAATG
21 K D FM L V V S I 'V I GV GGCW FAY I QN RY SKEHMEKIKM

1301 ATGAAGGATCTGGAAGGGTTACACCGGGCTGAGCAGAGTCTGCATGACCTTCAGGAAAGGCTGCACAAGGCCCAGGAGGAGCACCGAACTGTGGAAGTAG
245 M K D L E G L HRAEQSULHUD L QE R RILHIKAQETEHT RTV EV
1401 AGAAAGTCCACCTGGAGAAGAAGCTGCGAGATGAGATCAACCTTGCCAAGCAGGAAGCTCAGCGGCTGAAGGAGCTGAGGGAGGGTACTGAGAATGAGAG
278%E K V H L E K K L R D E I N LAK QEAQRTLJIKTELI RESGTENTETR
Stul (1544)
1501 GAGCCGTCAAAAATATGCTGAGGAAGAGCTGGAGCAGGTTCGGGAGGCCTTGAGGAAAGCAGAGAAGGAGCTGGAATCACACAGCTCATGGTATGCTCCT
311 S R Q K Y A E E E L EQV R EALIRKATEIKEILEZSH S SWYAU®P
Scal (1646)
1601 GAGGCCCTGCAGAAGTGGCTGCAGCTGACCCATGAGGTGGAGGTGCAGTACTACAACATCAAGAAGCAAAATGCAGAGAGGCAGCTGCTGGTGGCCAAGG
345k E A L Q KW L Q L THEV EVQY YN I KIKI QNAEI RO QTLTLVATK
Acc65I (1741)
1701 AGGGGGCTGAGAAAATAAAAAAGAAGAGAAACACGCTTTTTGGTACCTTCCATGTGGCCCACAGCTCTTCCCTGGATGATGTGGATCATAAAATCCTAAC
378 E G A E K | K K K RN T L F G T FHVAH S S SLDUDVDHIK I LT
Agel (1850)
SgrAl (1849)
1801 TGCTAAGCAAGCTCTGAGTGAGGTGACAGCGGCACTGAGGGAGCGCCTGCACCGGTGGCAGCAGATCGAGATCCTCTGCGGTTTCCAGATTGTCAATAAC
411 A K Q A L S EV T A A L R ERLHRWOAQQ I E I L CGFQ I VNN
BspHI (1982)
1901 CCCGGCATCCACTCCTTGGTGGCTGCTCTCAACATCGACCCCAGCTGGATGGGCAGCACCCGCCCTAACCCCGCCCACTTCATCATGACTGACGATGTGG
445 P G | H S L VA A LN I DPSWMG ST RPNUPAHTF I M TDDV
2001 ATGACATGGATGAGGAGATTGTGTCGCCCTTGTCCATGCAGTCCCCCAGCCTGCAGAGCAGTGTCCGGCAGCGCCTGACGGAGCCACAGCTTGGCCTGGG
478D D M D E E I V. S P L SMQ S P S LQS SV RQRLTEUZPQLGTLG
2101 ATCTCAGAGGGATTTGACCCATTCCGATTCGGAGTCCTCCCTCCACATGAGTGACCGCCAGCGTGTGGCCCCCAAGCCTCCTCAGATGGGCCGTGCTGCA
511 S Q R D L T H SD S E S SLHMSD ROQRVAZPKUPPQMGRANA
2201 GATGAAGCTCTCAATGCCATGCCTTCCAATGGCAGCCATCGGCTGATTGAGGGGGTCCATCCAGGATCTCTGGTGGAGAAACTGCCTGACAGCCCTGCTC
545 D E A L NAMP SNGSHI RIL I EGVHU®PGS LV EK L PD S PA
Dralll (2378)
2301 TGGCCAAGAAGACATTTATGGCGTTGAACCATGGCCTAGACAAGGCCCACAGCCTGATGGAGCTGAACCCCTCAGTCCCACCTGGTGGCTCCCCACTTTT
578*L A K K T FM A LNWHG G LD KA AHSLMETLNUPSVPPGS G S P L L
EcoRI (2495)
2401 GGATTCTTCCCATTCTCTTAGCCCCAGTTCCCCAGACCCAGACACACCATCTCCAGTTGGGGACAACCGAGCTCTGCAGGGTAGCCGAAACACACGAATT
611 D S S H S L S PSS PDUPODT®PS?PVGDNI RALAO QG SR RNT R I



PshAI (2563)
2501 CCCCACTTGGCTGGCAAGAAGGCAATGGCTGAGGAGGATAATGGTTCCATTGGTGAGGAGACAGACTCCAGTCCAGGCAGGAAGAAGTTTCCTCTCAAAA
645 P H L A G K K AMA E EDNG S I G E ETD S SPGRKIK F P LK
AvrlI (2658)
2601 TTTTTAAGAAGCCTCTTAAGAAGTAGGCAGACTAGGGTGGTAGTGTTGAGACAGCCTGCCTAGGACTAGCTGGCCAGACATGATAAGATACATTGATGAG
678 I F K K P L K K e
2701 TTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAAC

Hpal (2802) Mfel (2813) EcoRI (2898)
2801 AAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGA
-
2901 ATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTG
-

3001 CCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTT

Sspl (3137) Swal (3151)
3101 TTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAA

3201 TCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCT

3301 TCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGC

—32414 ¢« N R T Y K L P I L EE I'TTKVLKGNMETILVFCTDZPA

3401 ATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTG
104 Y D S | L E R CM G C P SV V R I SRDV EDSYUPHTU RVYAV I T

Stul (3576)

3501 TCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGA

764D F D K Q G N SV A SG I A I A EACVTVIRGTIYATETIHVAS I

3601 TGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAG

434 | E G T K TR I AAGVHHSEKNDTETYTLMT I KETAVTEVTLE.L

Xmnl (3718) Asel (3784)

3701 ATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACA

04 D Q Q S | N F T K M= -

3801 GCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGG

Spel (3939)
3901 GCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGT
-

SnaBI (4067)
4001 CAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA

Ndel (4172)
4101 TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAG

4201 TGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGG

Pacl (4358)

Sdal (4350) BspLU11I (4368)
4301 GGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGG
-

4401 AACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGA

4501 CAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCC

ApalLI (4682)
4601 TTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTT

4701 CAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTA

4801 GCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAA

4901 GCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGC

Pacl (5098)
5001 AGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTT

Eagl (5118)
Swal (5107) NotI (5117)
5101 AATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCAT

5201 CAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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