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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36l (291)
Psp14061 (203) HindlIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
NgoMI (441)
Nael (441)
401
Neol (560)
BStEII (555)
KasI (535) Agel (552) Scal (574)
501 CTGAGATCACCGGTCACCATGGCTACCGAGAGTACTCCCTCAGAGATCATAGAAAG
> 1*M A T E S TP S E I | E R
601 AGAAAGAAAAAAGTTGCTTGAAATCCTTCAACATGATCCTGATTCTATCTTAGACACGTTAACTTCTCGGAGGCTGATTTCTGAGGAAGAGTATGAGACT
13 E R K K L L E I L QHDZPODS S 11 LDTLTS SR RURLI SETETETVYTET

BglIl (714)
701 CTGGAGAATGTTACA(gSATCTCCTGAAGAAAAGTCGGAAGCTGTTAATTTTGGTACAGAAAAAGGGAGAGGCGACCTGTCAGCATTTTCTCAAGTGTTTAT
47 L E N V T D L L K K S R K L L I LV QK KGEATT CI QHT FILKTCL
Scal (802)
801 TTAGTACTTTTCCACAGTCAGCTGCCATTTGCGGCTTAAGGCATGAAGTTTTAAAACATGAGAATACAGTACCTCCTCAATCTATGGGGGCAAGCAGTAA
80F S T F P Q S A AIl CGULI RHEVLIKHENTVPPQSMSGAS SN
901 TTCAGAAGATGCTTTTTCTCCTGGAATAAAACAGCCTGAAGCCCCTGAGATCACAGTGTTCTTCAGTGAGAAGGAACACTTGGATTTGGAAACCTCTGAG
113 S E DA F S P Gl K QPEAPTEI TVFFSEIKTEWHTLTDTLTETSE
Spel (1018)
1001 TTTTTCAGGGACAAGAAAACTAGTTATAGGGAAACAGCTTTGTCTGCCAGGAAGAATGAGAAGGAATATGACACACCAGAAGTCACATTATCATATTCAG
147 F F R D K K T S Y R E T AL SAIRIKNZEIKTEYDTU®PEVTL S Y S
1101 TTGAGAAAGTTGGATGTGAAGTTCCAGCAACTATTACATATATAAAAGATGGACAGAGATATGAGGAGCTAGATGATTCTTTATACTTAGGAAAAGAGGA
180y E K V G C E VP A T I T Y I K DG QRYETELUDHUDS STU LY L G K E E
1201 ATATCTAGGATCTGTTGACACCCCTGAAGATGCAGAAGCCACTGTGGAAGAGGAGGTTTATGATGACCCAGAGCACGTTGGATATGATGGTGAAGAGGAC
213 Y L G S vDTU®PEIDAEATVETETEVYDDU?PEUHVYVGYDGTEED
Xeml (1361)
1301 TTCGAGAATTCAGAAACCACAGAGTTCTCTGGTGAAGAACCAAGTTATGAGGGATCAGAAACCAGCCTTTCATTGGAGGAGGAACAGGAGAAAAGTATAG
247 F E N S E T T E F S GE E P S Y E G S E TS L S L ETETEQE K S I
1401 AAGAAAGAAAAAAGGTGTTTAAAGATGTCCTGTTATGTTTGAACATGGATAGAAGCAGAAAGGTTCTGCCAGATTTTGTTAAACAATTCTCCTTAGATCG
280PE E R K K V F K DV L L CLNMDI RSI RIKVLPDTFVKIQFSLDTR
1501 AGGATGTAAGTGGACCCCTGAGAGTCCAGGAGACTTAGCCTGGAATTTCCTGATGAAAGTTCAAGCACGAGATGTGACGGCTAGGGATTCAATCCTCAGT
313 G C KW T®PESUPGDULAWNTFILMIKVQARIDVTARTUDTS I L S
Vspl (1678)
Asel (1678)
1601 CACAAGGTTCTGGATGAAGATAGCAAGGAGGATTTGCTGGCTGGAGTGGAGAATTTGGAAATTCGAGACATACAAACCATTAATCCCCTTGACGTGCTTT
347k H K V L D E D S K E DL LAGVENLTET I RDI QT 1 NPLDVL
BspLUI1I (1751)
1701 GTGCCACCATGCTGTGTTCAGATAGCTCTTTGCAACGCCAAGTCATGTCAAACATGTATCAGTGCCAGTTTGCTCTTCCCCTGCTACTGCCAGATGCAGA
380kC A T M L C S DS SL QR QVM SN NMYIOQCQFALU®PLILTULU®PDAE
1801 AAACAACAAAAGCATCTTAATGCTGGGGGCCATGAAAGACATTGTGAAGAAGCAGTCAACACAGTTTTCAGGGGGGCCTACAGAGGATACAGAAAAGTTT
413 N N K S I L ML GAMIKD I VKK QSTQFSGG®PTTETDTE K F
1901 CTGACTCTCATGAAGATGCCTGTCATCTCTTTTGTGCGTCTAGGATACTGTAGCTTCTCTAAGTCCAGAATCCTCAACACACTTCTCAGCCCTGCCCAGT
447 L T L M KM P VI S F VU RLSGYTCS ST FSI KSR RI LNTLTLSU®PAAQ
2001 TGAAATTACACAAAATCTTTCTTCATCAAGATTTGCCTCTTTTGGTGCTTCCCCGGCAAATCTCTGATGGCCTGGTTGAGATAACATGGTGTTTTCCTGA
480FL K L H K I F L HQDULU®PLULUVL®PRQI SDGLVE Il TWTZCTFUZPTD
Xbal (2166)
2101 TAGCGATGATAGAAAGGAAAACCCCTTTTTCCAAAAGCCTGTTGCTCTGGCTAATCTCCGTGGAAATCTAGAAAGTTTTTGGACTCAGTTTGGTTTTTTG
513 S D DR KENWPTFFQKUPVALANILI RS GNLTESTFWTIQTFGTF L
2201 ATGGAAGTTTCTTCAGCTGTGTTTTTTTTCACTGACTGTTTAGGTGAGAAGGAATGGGACTTGCTAATGTTTTTAGGAGAGGCTGCCATTGAAAGATGCT
547* M E V S S AV F F F T DCULGEJKTEWDIULTILMTFILGTEJAAI ERC
2301 ACTTTGTTCTCAGTTCCCAAGCCAGGGAGAGTGAAGAGGCTCAAATTTTTCAGAGGATACTGAACTTGAAGCCAGCACAGCTACTGTTTTGGGAGAGGGG
580k Y F VL S S Q AR E S EEAQI!I F QR 1T L NLIKWPAQLULTFWTERG
Sfil (2499)
2401 AGATGCTGGGGATAGAAGGAAGAACATGGAGGGCCTTCAAGCTGCCCTCCAGGAAGTGATGTTCTCTTCTTGCCTCAGATGTGTGTCTGTGGAGGATATG
613 D A G D R R K NMEGLQAALQEVMTFSSCLIRTCV S VEDMWM
BstXI (2510)
Mscl (2507)
2501 GCCGCCCTGGCCAGGGAGCTGGGGATTCAGGTAGATGAAGACTTTGAAAACACTCAGAGAATTCAAGTTTCCTCTGGAGAAAACATGGCTGGGACAGCTG
647" A A L AR E L G I Q V DEU DT FENTIQRI QVS S GENMAGTA



Tth111I (2618)
2601 AAGGTGAGGGTCAGCAAAGACACAGTCAGCTAAAAAGCTCATCTAAAAGCCAGGCTCTAATGCCAATTCAAGAGCCTGGGACTCAATGTGAGCTCAGCCA
680PE G E G Q Q R H S QL K S S S K S QALMZPI QEPGTOQCTETLSAQ

Asp7181 (2719)

Acc651 (2719) Xbal (2742)
2701 GAATCTTCAGAATCTCTATGGTACCCCAGTATTCAGGCCTGTTCTAGAGAACTCCTGGCTCTTTCCAACCAGAATTGGAGGTAACTTTAACCATGTTTCC
713 N L Q NLY GTPVFRPVLENSWLT FU®PTH RI GGNTFNHWVS

Bsp120I (2885)
2801 TTGAAAGCCTCCTGGGTTATGGGCCGCCCCTTTGGGTCAGAGCAGAGGCCTAAGTGGTTCCATCCTTTGCCTTTTCAGAATGCAGGGGCCCAGGGCCGAG
747 L K A S WVMGRU®PTFGSE QRUPIKWTFHZPLUZPTFI QNAGAAGQGHR
2901 GTAAAAGTTTTGGTATTCAATCCTTCCATCCCCAGATATTTTATTCAGGTGAAAGATTCATGAAATTTTCCAGAGTTGCTCGGGGATGTCACTCGAATGG
780G K S F G 1 Q S F HP QI FYSGEUZ RTFMIKTFSRVARSGT CHSNG
BsrGI (3036)
3001 AACATTTGGGAGACTGCCAAGACCCATTTGTCAGCATGTACAGGCCTGCCCTGAGAGACCACAAATGATGGGAACTCTTGAAAGGTCTAGGGCAGTAGCC
813 T F G R L P R P I CQHVQACPEU RUP QMMGTILET RSI RAVA
Ncol (3157) HindIII (3170)

3101 TCCAAGATAGGTCACTCCTATTCCCTGGATTCACAGCCAGCAAGAGCAGTAGGGAAGCCATGGCCTCAGCAAGCTTGCACCAGGGTAACAGAGTTAACTG
847 S K I G H S Y S L DS QPARAVGIKU®PWPQQATCTU RV TETLT
3201 AAGCAACTGGAAAACTGATAAGAACATCCCATATTGGAAAGCCTCACCCTCAGTCCTTTCAACCAGCAGCAGCCACACAAAAACTAAGACCTGCTTCTCA
880FE A T G K L I R T S HI G K P HP QS F QPAAATI QKLU RUPASNAQ

Dralll (3320) Sandl (3355)
3301 GCAAGGAGTCCAGATGAAGACACAAGGTGGGGCTTCAAATCCAGCTCTCCAAATAGGGTCCCATCCCATGTGCAAGAGCTCTCAGTTCAAATCCGATCAG
913 Q G V Q M K T Q G G A S NP AL QI GS HUPMTZCIKS S QF K S DAQ
3401 TCCAACCCATCCACAGTCAAACACTCCCAGCCTAAACCCTTCCATTCTGTGCCCTCTCAACCTAAATCCTCTCAGACAAAATCCTGTCAGTCCCAGCCCT
947 S N P S T V K H S Q P K P F HS VP S QPIKSSQTIKZSTCOQSAQ®P

Xeml (3541)
3501 CCCAAACTAAACCTTCTCCATGCAAATCTACTCAGCCTAAGCCAAGCCAGCCCTGGCCTCCCCAGTCTAAGCCTTCTCAGCCCAGACCCCCTCAACCTAA
980kS Q T K P S P C K S T QP K P S QP WWPWPQSKUP S QPR PP QP K
Mscl (3683)
Nhel (3677)

3601 GTCATCCTCAACCAATCCTTCACAAGCTAAGGCACACCACTCAAAAGCAGGGCAGAAGAGGGGAGGGAAGCATTAAAGCTAGCTGGCCAGACATGATAAG
1013 S S S T N P S Q A K A HHS KAGI QUK R GG K H e —_—
3701 ATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATA

Mfel (3826)
3801 AGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACA

3901 AATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCA
_— -

4001 TCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTC

SspI  (4150) Swal (4164)
4101 ATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTT

4201 TTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGC

4301 AAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAA
414 ¢ N R T Y K L P I L E E I T T K VL KGNWME I L VF
BstXI (4454)
4401 AGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGAC
1144 C D P A Y D S I L E R CMGC®PSVVU R I SRDVETDTSYPHTRYV
4501 AGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATG
814 A V I T DF DK QGNZSVASGI A1l AEACVTUVRZ RGI Y A E I
4601 TGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCT
4744 VvV A S 1 | E G T K T R I A A GV HHIKNDTEYLMT I KETAVE
Vspl (4797)
Asel (4797)
4701 CCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATT
144 VvV L E L D Q Q S I NF T K M-
4801 AATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCAT
]

Spel (4952)
4901 TTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGG
-

SnaBI (5080)
Ecol05I (5080)
5000 AAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAA

Ndel (5185)
5100 GTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTT

5200 GATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGA




Pstl  (5364)
Sdal (5363)Pacl (5371) BspLUILII (5381)
5300 CGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGG
-

5398 CCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAG

5498 AGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACC

ApaLI (5695)
5598 TGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGT

5698 GCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCC

5798 ACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTA

5898 TCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAA

5998 GCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATT

Eagl (6131)
Pacl (6111) Swal (6120) NotI (6130)
6098 TTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACT

6198 AACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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