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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Ncol (560)
BStEII (555)
Agel (552)

501 CTGAGATCACCGGTCACCATGGGGAGCCCCAGACTGGCAGCCTTGCTCCTGTCTCT

- 1M G S P R L A AL L L S L

Psp14061 ( 698)
601 CCCGCTACTGCTCATCGGCCTCGCTGTGTCTGCTCGGGTTGCCTGCCCCTGCCTGCGGAGTTGGACCAGCCACTGTCTCCTGGCCTACCGTGTGGATAAA
13 P L L LI GLAVSARVATCPT CLIRSWTSHTCTLTULAYR VDK
701 CGTTTTGCTGGCCTTCAGTGGGGCTGGTTCCCTCTCTTGGTGAGGAAATCTAAAAGTCCTCCTAAATTTGAAGACTATTGGAGGCACAGGACACCAGCAT
47m R F A G L Q WGWTFUPLULVRIKSIKSUP®PIKTFETUDYWRHRTUPA
801 CCTTCCAGAGGAAGCTGCTAGGCAGCCCTTCCCTGTCTGAGGAAAGCCATCGAATTTCCATCCCCTCCTCAGCCATCTCCCACAGAGGCCAACGCACCAA
80*S F Q R K L L G S P S L SEESHR RI SI PSSAI1I SHRZRGI QRTHK
Bsp120I (902)
901 AAGGGCCCAGCCTTCAGCTGCAGAAGGAAGAGAACATCTCCCTGAAGCAGGGTCACAAAAGTGTGGAGGACCTGAATTCTCCTTTGATTTGCTGCCCGAG
113 R A Q P S A A E GR EHULUPEAGS QKT CGSGU®PETFSTFDLTL P E
Sdal (1024)
1001 GTGCAGGCTGTTCGGGTGACTATTCCTGCAGGCCCCAAGGCCAGTGTGCGCCTTTGTTATCAGTGGGCACTGGAATGTGAAGACTTGAGTAGCCCTTTTG
147 V. Q AV R VT I P A G P KA S VU RLCYQWALET CETDILS S P F
1101 ATACCCAGAAAATTGTGTCTGGAGGCCACACTGTAGACCTGCCTTATGAATTCCTTCTGCCCTGCATGTGCATAGAGGCCTCCTACCTGCAAGAGGACAC
180D T Q K I VS G G H T VDLU®PYETFLULU®PT CMTECI EASYLOQETDT
HindIII (1238)
1201 TGTGAGGCGCAAAAAGTGTCCCTTCCAGAGCTGGCCTGAAGCTTATGGCTCAGACTTCTGGCAGTCAATACGCTTCACTGACTACAGCCAGCACAATCAG
213 V R R K K C P F Q S WPEAYGSDTFWOQS 1T RFTDY S QHNAQ
1301 ATGGTCATGGCTCTGACACTCCGCTGCCCACTGAAACTGGAGGCCTCCCTCTGCTGGAGGCAGGACCCACTCACACCCTGCGAAACCCTTCCCAACGCCA
247 M V M A L T L R CPLIKULTEASLU CWRI QDU®PLT®PT CETTULPNA
1401 CAGCACAGGAGTCAGAAGGATGGTATATCCTGGAGAATGTGGACTTGCACCCCCAGCTCTGCTTTAAGTTCTCATTTGAAAACAGCAGCCACGTTGAATG
280kT A Q E S E GW Y I L ENVDLHPQLCTFIKTFSFENSSUHVEC
Ndel (1586)
1501 TCCCCACCAGAGTGGCTCTCTCCCATCCTGGACTGTGAGCATGGATACCCAGGCCCAGCAGCTGACGCTTCACTTTTCTTCGAGGACATATGCCACCTTC
313 P HQ S G S LPSWTVSMDTQAQQLTLHTFSSRTYATF
BsrGI (1652)
1601 AGTGCTGCCTGGAGTGACCCAGGTTTGGGGCCGGATACCCCCATGCCTCCTGTGTACAGCATCAGCCAGACCCAGGGCTCAGTCCCAGTGACGCTAGACC
347k S AAW S DUPGLGPIDTWPMP®PVY SI SQTAQGS VPV TLTD
Bsu36I (1713)
1701 TCATCATCCCCTTCCTGAGGCAGGAGAATTGCATCCTGGTGTGGAGGTCAGATGTCCATTTTGCCTGGAAGCACGTCTTGTGTCCTGATGTCTCCCATAG

380kL I I P F L R Q E NC Il L VWRSDVHFAWIKHYVLTCU®PUDV S HR
BsrBI (1838) NgoMIV (1871)

1801 ACACCTCGGGCTCTTGATCCTGGCACTGCTGGCTCTCACCGCTCTAGTGGGTGTAGTTCTGGTCCTCCTCGGCCGGCGCCTACTGCCAGGCTCCGGTCGA

413* H L G L L I L AL LALTALVSGVVLVLILSGRR RLTILUZPSGSGHR

1901 ACAAGGCCAGTTTTACTCCTACATGCAGCGGACTCAGAGGCACAGCGACGCCTGGTGGGAGCTTTGGCCGAACTGCTGCGGACGGCGCTGGGAGGTGGAC
447 T R P V L L L HA ADSEAQRU RLVGALAETLILR RTALGSGSG
2001 GCGACGTGATCGTGGATCTCTGGGAAGGGACGCACGTAGCACGCATTGGACCACTGCCGTGGCTTTGGGCAGCGCGGGAGCGCGTGGCGCGGGAGCAGGG

480kR D V | V D L WE G TH VAR GPLZPWLWAATR RTET RVATR RTEROQSG
BStAPI (2135)
SandI (2127) BstEII (2149)

2101 CACAGTGCTGCTCCTGTGGAACTGTGCGGGTCCCAGCACCGCCTGCAGCGGTGACCCGCAGGCTGCGTCCCTTCGCACCTTGTTGTGCGCTGCTCCACGT
513 T VL L LWNTZ CAGPSTATCSSGDZPI QAASTLURTTLILTCAAUPR
BssHII (2259)
2201 CCGCTGCTGCTCGCCTACTTCAGTCGCCTCTGCGCCAAAGGTGACATCCCCCGGCCGCTGCGCGCTCTGCCACGCTACCGCCTGCTTCGTGACCTGCCGC
547 P L L L A Y F SRLUCAKSGDTI PRU®PILI RALU®PIR RY RLIULI RUDTLU®P
BstAPI (2311)
2301 GCCTGCTGAGAGCACTGGATGCTCAGCCTGCCACCCTAGCCTCCAGCTGGAGTCACCTTGGGGCTAAGCGGTGCTTGAAAAACCGTCTGGAGCAGTGTCA
580FR L L R AL DA QP ATLASSWSHLGAI K RTCLI KNI RILTETGQTCH
Mscl (2487)
Nhel (2481)
2401 CCTGCTGGAACTTGAGGCTGCCAAAGATGACTACCAAGGCTCAACCAATAGTCCCTGTGGTTTCAGCTGTCTGTAGCCTCAGCTAGCTGGCCAGACATGA
613 L L E L E A A K DDY QG S TNZSUPUCGT F S C L e —_—
2501 TAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCAT




Hpal (2619) Mrfel (2630)
2601 TATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTC

2701 TACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATA
_— -

Sapl (2897)

2801 GGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCT

SspI  (2954) Swal (2968)
2901 CTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATG

3001 TTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGA

3101 CAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGC
4414 ¢ N R T Y K L P I L E E I T T K VL K GNME | L
Sacl (3229)

3201 ACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCC
1154v F ¢ D P A Y D S I L ERCMGC CZ®PSVVUR I SRDVETDTSTYUPHTR
3301 TGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTC
824 VvV A V I T D F D K Q G NS VASGI A Il AEACVTVR RGI I Y ATE
3401 AATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCG
499 | H V A S I | E G T K TR I A A GV HHIKNDTETVYLMT I KETA
3501 ACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGAT

154V E VL E L D Q QS I NF T K M-
Asel (3601) Sacl (3658)
3601 GATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGC
-

Spel (3756)
3701 CCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACT
e

SnaBI (3884)
3801 TGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGC

Ndel (3989)
3901 CAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACA

4001 CTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTAT

Sdal (4167) Pacl (4175)  BspLU111 (4185)
4101 TGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAG
-

4201 GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCA

4301 GAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC

ApaLlI

4401 CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTG

4501 TGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGC

4601 CACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGT

4701 ATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCA

4801 AGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGAT

Pacl (4915) Swal (4924) NotI (4934)
4901 TTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAAC

5001 TAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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