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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMIV (441)
401

Ncol (560)
BstXI (560) SHil  (591)
BStEII (555) Xcml (587)
Agel (552) Ncol (587)

501 CTGAGATCACCGGTCACCATGGTGCTGGCCCAGGGGCTGCTCTCCATGGCCCTGCT
[ 1M VL A Q G L L SMA L L

BStAPI (651) Sdal (692)
601 GGCCCTGTGCTGGGAGCGCAGCCTGGCAGGGGCAGAAGAAACCATCCCGCTGCAGACCCTGCGCTGCTACAACGACTACACCAGCCACATCACCTGCAGG
13 A L CWEWRSLAGATETETI PLQTULIRT CYNUDYTSHI1I TCR
701 TGGGCAGACACCCAGGATGCCCAGCGGCTCGTCAACGTGACCCTCATTCGCCGGGTGAATGAGGACCTCCTGGAGCCAGTGTCCTGTGACCTCAGTGATG

47" W A D T Q DA QR L VNV TL I RRVNTEDTLIULTEW®PVSCUDTLSD
801 ACATGCCCTGGTCAGCCTGCCCCCATCCCCGCTGCGTGCCCAGGAGATGTGTCATTCCCTGCCAGAGTTTTGTCGTCACTGACGTTGACTACTTCTCATT
80D M P W S A CP HUPIRI CVZPRRTCVI PCQSFVVTDVDYF SF
901 CCAACCAGACAGGCCTCTGGGCACCCGGCTCACCGTCACTCTGACCCAGCATGTCCAGCCTCCTGAGCCCAGGGACCTGCAGATCAGCACCGACCAGGAC
113 Q P D R P L G T R L T VTL TQHV QPP EPIRUDTLIO QI S TDUOQTD
1001 CACTTCCTGCTGACCTGGAGTGTGGCCCTTGGGAGTCCCCAGAGCCACTGGTTGTCCCCAGGGGATCTGGAGTTTGAGGTGGTCTACAAGCGGCTTCAGG

147 H F L L T WS VA L G S P QS HWUL S®PGDULETFEV VY KR RLOQ

BStAPI (1161)
1101 ACTCTTGGGAGGACGCAGCCATCCTCCTCTCCAACACCTCCCAGGCCACCCTGGGGCCAGAGCACCTCATGCCCAGCAGCACCTACGTGGCCCGAGTACG
180D S W E D A A I L L S NTSQATULGPEU HLMPSSTY VAR RUVR R
Xeml (1252)

1201 GACCCGCCTGGCCCCAGGTTCTCGGCTCTCAGGACGTCCCAGCAAGTGGAGCCCAGAGGTTTGCTGGGACTCCCAGCCAGGGGATGAGGCCCAGCCCCAG
213 T R L AP GS RL S GRUP S KWSUPEVCWDSAQPGDEAAGQZPAQ
1301 AACCTGGAGTGCTTCTTTGACGGGGCCGCCGTGCTCAGCTGCTCCTGGGAGGTGAGGAAGGAGGTGGCCAGCTCGGTCTCCTTTGGCCTATTCTACAAGC
247 N L E C F F D G A AV LS CSWEVR RIKTEVASSV S F GL F Y K
1401 CCAGCCCAGATGCAGGGGAGGAAGAGTGCTCCCCAGTGCTGAGGGAGGGGCTCGGCAGCCTCCACACCAGGCACCACTGCCAGATTCCCGTGCCCGACCC
280kP S P DA G E E E C S P VLU RESGLGSULHTR RHHCQQI PV P DUP
1501 CGCGACCCACGGCCAATACATCGTCTCTGTTCAGCCAAGGAGGGCAGAGAAACACATAAAGAGCTCAGTGAACATCCAGATGGCCCCTCCATCCCTCAAC
313 A T H G QY I VSV QPI RIRAEI KWHI KJSSVNI QMAUPUP S L N
1601 GTGACCAAGGATGGAGACAGCTACAGCCTGCGCTGGGAAACAATGAAAATGCGATACGAACACATAGACCACACATTTGAGATCCAGTACAGGAAAGACA
347k V T K D G DS Y SLRWETMIKMR RYEWUHI DHTTFTETIl QY RKD

BbrPI (1704)
1701 CGGCCACGTGGAAGGACAGCAAGACCGAGACCCTCCAGAACGCCCACAGCATGGCCCTGCCAGCCCTGGAGCCCTCCACCAGGTACTGGGCCAGGGTGAG
380kT A T W K D S K T E TUL QNAHS SMALUPALTEUPSTRY WAR VR
BssHII (1852)
1801 GGTCAGGACCTCCCGCACCGGCTACAACGGGATCTGGAGT GAGTGGAGTGAGGCGCGCTCCTGGGACACCGAGTCGGTGCTGCCTATGTGGGTGCTGGCC
413 V R T S R T G Y NG I WS EWSEARZSWDTETSVLPMWVLA
Fspl (1970)

1901 CTCATCGTGATCTTCCTCACCATCGCTGTGCTCCTGGCCCTCCGCTTCTGTGGCATCTACGGGTACAGGCTGCGCAGAAAGTGGGAGGAGAAGATCCCCA
447 L | V I F L T I AV L L A LRFTCGI Y GY RLIRRIKMWETETK'I P
2001 ACCCCAGCAAGAGCCACCTGTTCCAGAACGGGAGCGCAGAGCTTTGGCCCCCAGGCAGCATGTCGGCCTTCACTAGCGGGAGTCCCCCACACCAGGGGCC
480N P S K S H L F QNG SATELMWPZPGSMSATFTSGSPUPHA QG GF®P
2101 GTGGGGCAGCCGCTTCCCTGAGCTGGAGGGGGTGTTCCCTGTAGGATTCGGGGACAGCGAGGTGTCACCTCTCACCATAGAGGACCCCAAGCATGTCTGT
513 W G S R F P E L E GV F PV GF GDSEVSPLTI EDUZPIKHVC

Bglll (2238)
2201 GATCCACCATCTGGGCCTGACACGACTCCAGCTGCCTCAGATCTACCCACAGAGCAGCCCCCCAGCCCCCAGCCAGGCCCGCCTGCCGCCTCCCACACAC
547« D P P S G P DT TPAASUDULUZ®PTEU Q®PZ®PSU®PQPG®PUPAASIHT

Bsp1201 (2332) BsrBI (2358)
2301 CTGAGAAACAGGCTTCCAGCTTTGACTTCAATGGGCCCTACCTGGGGCCGCCCCACAGCCGCTCCCTACCTGACATCCTGGGCCAGCCGGAGCCCCCACA
58P E K Q A S S F DF NGUPJY LGP PUHSR RSTLZPDILGA QPTETPTPNAQ

Sandl (2431)
2401 GGAGGGTGGGAGCCAGAAGTCCCCACCTCCAGGGTCCCTGGAGTACCTGTGTCTGCCTGCTGGGGGGCAGGTGCAACTGGTCCCTCTGGCCCAGGCGATG
613 E G G S Q K S P PP GSLEVYULTCLZPAGGA QVOQLVPLAR QAWM
2501 GGACCGGGACAGGCCGTGGAAGTGGAGAGAAGGCCGAGCCAGGGGGCTGCAGGGAGTCCCTCCCTGGAGTCCGGGGGAGGCCCTGCCCCTCCTGCTCTTG
647" G P G Q AV E V E R R P S Q GA A G S P SLESGSGG GTPAZPTZPAIL
2601 GGCCAAGGGTGGGAGGACAGGACCAAAAGGACAGCCCTGTGGCTATACCCATGAGCTCTGGGGACACTGAGGACCCTGGAGTGGCCTCTGGTTATGTCTC
680G P R V G G Q D Q K DS P VAI PMSSGDTTET DTPSGVASTGY VS
2701 CTCTGCAGACCTGGTATTCACCCCAAACTCAGGGGCCTCGTCTGTCTCCCTAGTTCCCTCTCTGGGCCTCCCCTCAGACCAGACCCCCAGCTTATGTCCT
713 S A DL VF TPNSGASS SV SLVZPSLGLZ®PSDAO QT®PSLTCSTE®P



BstEII (2894)
2801 GGGCTGGCCAGTGGACCCCCTGGAGCCCCAGGCCCTGTGAAGTCAGGGTTTGAGGGCTATGTGGAGCTCCCTCCAATTGAGGGCCGGTCCCCCAGGTCAC
747* G L A S G P P GA PGP VIKSGTFTETGYVETLTPPIETGRSUPR RS
Bsu36I (2920)
2901 CAAGGAACAATCCTGTCCCCCCTGAGGCCAAAAGCCCTGTCCTGAACCCAGGGGAACGCCCGGCAGATGTGTCCCCAACATCCCCACAGCCCGAGGGCCT
780PP R N N P V P P E A K S P VLNZPGET RTPADVSTPTSU®POQPTEGIL
Tth111I (3089)
SandI (3087)
Bsp120I (3046) BspEI (3065) Xmal (3084)
3001 CCTTGTCCTGCAGCAAGTGGGCGACTATTGCTTCCTCCCCGGCCTGGGGCCCGGCCCTCTCTCGCTCCGGAGTAAACCTTCTTCCCCGGGACCCGGTCCT
813 L VL Q Q VG6DYT CTFTULUPGLTGPGPTLJ STLTZ RSI KTZPSS®PGTPTGS?P
Sapl (3177)
3101 GAGATCAAGAACCTAGACCAGGCTTTTCAAGTCAAGAAGCCCCCAGGCCAGGCTGTGCCCCAGGTGCCCGTCATTCAGCTCTTCAAAGCCCTGAAGCAGC
847 E | K N L D QA F QVIKJIKZPPGOQAVPOQVZPUVI QLTFIKATLTZKNOQ
Nhel (3270)
3201 AGGACTACCTGTCTCTGCCCCCTTGGGAGGTCAACAAGCCTGGGGAGGTGTGTTGAGACCCCCAGGCCTAGCTAGCTGGCCAGACATGATAAGATACATT
880kQ D Y L S L P P WE V N K P G E V C e
3301 GATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCA

Hpal (3408)
3401 ATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGG

EcoRI (3504)
3501 TATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGG
— -

Sapl (3686)
3601 CTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTT

Sspl  (3743) Swal (3757)
3701 TATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAG

3801 GCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAG

3901 CGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTC
— 3414 ¢ N R T Y K L P I L E E I T T K VL KGNMEI L V F CD

BstXI (4047)
4001 AGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACA

11224 P A Y D S I L E R CM GCUP SV VRI1ISRUDVETDSTYZPHT RYVAYV

4101 ATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAG

7841 T D F D K Q G NS VASGTIAI AEACVTVRGI YAETIHVA

4201 CAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAG

454 s | | E G T K TR 1 AAGVHHIEKNIDTETYTLMTI KETAVE VL
Bbsl (4328)

Xmnl (4324) Asel  (4390)

4301 CTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTC
124 E L D Q Q S I N F T K M =

4401 AAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTC

— -

Spel (4545)
4501 AATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCC
e

SnaBI (4673)
4601 GTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAA

Ndel (4778)
4701 GTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACT

4801 GCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATG

Sdal (4956) Pacl (4964)  BspLU111 (4974)
4901 GGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAG
e

5001 GCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAA

5101 ACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTT

ApaLI (5288)
5201 TCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCC

5301 CCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACA

5401 GGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCT

5501 GCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATT




5601 ACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGG

Eagl (5724)
Pacl (5704) Swal (5713)  NotI (5723)
5701 CTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCT

5801 CTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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