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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 CTGAGATCACCGGTCACCATGGGGCGGCTTTGCACCAAGTTCCTGACCTCTGTGGG

- 1M G R L C T K F L T S V G

BbrPI (687)
601 CTGTCTGATTTTGCTGTTGGTGACTGGATCTGGGAGCATCAAGGTCCTGGGTGAGCCCACCTGCTTCTCTGACTACATCCGCACTTCCACGTGTGAGTGG
13 ¢ L I LLLVTGSSGS 1 KVLSGET PTT CTFSDYTI1lRTSTT CTEW

Nsil (783)
Ndel (780)
701 TTCCTGGATAGCGCCGTGGACTGCAGTTCTCAGCTCCGCCTGCACTACAGGCTGATGTTCTTCGAGTTCTCTGAAAACCTCATATGCATCCCGAGGAACA
47 F L D S A VDCSSOQL RLUHY RLMTFTFTETFSENTLTITCTI PR RN
Dralll (807)

801 GCGCCAGCACCGTGTGTGTGTGCCACATGGAAATGAATAGGCCGGTCCAGTCAGACAGATACCAGATGGAACTGTGGGCTGAGCACAGACAGCTGTGGCA
80kS A S T V C V CHMEMNTZ RPVQSDRYQMETLWATETUHTRI QLWAQ
901 GGGCTCCTTCAGCCCCAGTGGTAATGTGAAGCCCCTAGCTCCAGACAACCTCACACTCCACACCAATGTGTCCGACGAATGGCTGCTGACCTGGAATAAC
113 G S F S P S G NV K P L A P DNULTLUHTNVSDEMWLTLTWNN

BsrGI (1022) Neol (1040) EcoRI (1075)
1001 CTGTACCCATCGAACAACTTACTGTACAAAGACCTCATCTCCATGGTCAACATCTCCAGAGAGGACAACCCTGCAGAATTCATTGTCTATAATGTGACCT
147 L Y P S N N L L Y K DL I S M VN1 SRETDNZPATEF I VY N V T

BsaBI (1125)
1101 ACAAGGAACCCAGGCTGAGCTTCCCGATCAACATCCTGACGTCAGGGGTCTACTATACGGCGCGTGTGAGGGTCAGATCCCAGATACTCACTGGCACCTG
180y K E P R L S F P Il NI L TSGUVYYTARU VI RVZ RSOQI L TGTW
BbrPI (1221) BstEII (1272)
1201 GAGTGAGTGGAGTCCTAGCATCACGTGGTACAACCACTTCCAGCTGCCCCTGATACAGCGCCTTCCACTGGGGGTCACCATCTCCTGCCTCTGCATCCCG
213 S EW S P S 1 T WY NHTFQLPLI QRLPLGVTI SCLTCTI1I P
1301 TTGTTTTGCCTGTTCTGTTACTTCAGCATTACCAAGATTAAGAAGATATGGTGGGACCAGATTCCCACCCCAGCACGCAGTCCCTTGGTGGCCATCATCA
247 L F C L F C Y F S 1 T K I K K I wwDW Q1! P TPAWRSUPL VA I I
Xbal (1479)
1401 TTCAGGATGCACAGGTGCCCCTCTGGGATAAGCAGACCCGAAGCCAGGAGTCAACCAAGTACCCGCACTGGAAAACTTGTCTAGACAAGCTGCTGCCCTG
2801 Q D A Q VP LWDIKI QT RS QESTIKYPHWIKTT CLUDT KTLTLU®PTC
Bbsl (1524) Ncol (1592)
1501 CTTGCTGAAGCACAGAGTAAAGAAGAAGACAGACTTCCCGAAGGCTGCCCCAACCAAGTCTCCCCAGAGTCCTGGAAAGGCGGGCTGGTGTCCCATGGAG
313 L L K H R V K K K T DFUP KAAPTIKS®P QS?PGIKASGMWTCUZPWME
1601 GTCAGCAGGACCGTCCTCTGGCCAGAGAATGTTAGTGTCAGTGTGGTGCGCTGTATGGAGCTGTTTGAGGCCCCAGTACAGAGTGTGGAGGAGGAAGAAG
347k V S R T VL WP ENVSV SV VRCMTETLTFEA APV QS V EE E E
1701 ATGAGATGGTCAAAGAGGACCTGAGCATGTCACCTGAGAACAGCGGAGGCTGCGGCTTCCAGGAGAGCCAGGCAGACATCATGGCTCGGCTCACTGAGAA
38D E M V K E DL S M S PENJSU GG GT CGT FQESQADI MARILTEN
1801 CCTGTTTTCCGACTTGTTGGAGGCTGAGAATGGGGGCCTTGGCCAGTCAGCCTTGGCAGAGTCATGCTCCCCTCTGCCTTCAGGGAGTGGGCAGGCTTCT
413 L F S DL L EAENGSGLSGOQSALATESTCSU®PLUZPSG S G QA S
Bsp1201 (1924)
Ncol (1919)
1901 GTATCCTGGGCCTGCCTCCCCATGGGGCCCAGTGAGGAGGCCACATGCCAGGTCACAGAGCAGCCTTCACACCCAGACCCTCTTTCAGGCAGCCCAGCCC
447 V S W A C L P M G P S EEATTCQVTET QPSHPIDU®PLSGS P A
ApaLl (2003)
2001 AGAGTGCACCTACTCTGGCTTGCACGCAGGTCCCACTTGTCCTTGCAGACAATCCTGCCTACCGGAGTTTTAGTGACTGCTGTAGCCCGGCCCCAAATCC
480*Q S A P T L ACTOQVZ®PLVLADNZPAY RS FSDTGCTCSU®PAUPNTFEP
2101 TGGAGAGCTGGCTCCAGAGCAGCAGCAGGCTGATCATCTGGAAGAAGAGGAGCCTCCAAGCCCGGCTGACCCCCATTCTTCAGGGCCACCAATGCAGCCA
513 G E L AP E Q Q QA DHULETETETEWPZPSUPADUZPHSSGZPUPMAOQFP
2201 GTGGAGAGCTGGGAGCAGATCCTTCACATGAGTGTCCTGCAGCATGGGGCAGCTGCTGGCTCCACCCCAGCCCCTGCCGGTGGCTACCAGGAGTTTGTGC
547 V E S W E Q I L HM S VL QHGGAAAGSTU®PAPAG GG GY QE F V
BamHI (2325) Xhol (2379)
2301 AGGCAGTGAAGCAGGGTGCCGCCCAGGATCCTGGGGTGCCTGGTGTCAGGCCTTCTGGAGACCCCGGTTACAAGGCCTTCTCGAGCCTGCTCAGCAGCAA
580k Q AV K Q G AAQDUPGVZPGVU R®PSGDU?PGY KATFSSLL S SN
Sacll (2406)

2401 TGGCATCCGCGGGGACACAGCAGCAGCGGGGACTGACGGTGGGCATGGAGGCTACAAGCCCTTCCAGAATCCTGTTCCTAACCAGTCCCCTAGCTCCGTG
613 G I R G D T AAAGTWDS GG GHG GG GYKPTFQNPVZPN QSU®PS SV
2501 CCCTTATTTACTTTCGGACTAGACACGGAGCTGTCACCCAGTCCTCTGAACTCAGACCCACCCAAAAGCCCCCCAGAATGCCTTGGTCTGGAGCTGGGGC
647 P L F T F G L D T EL S P SPLNSDUZPWPIKSU®PZPET CLTGTLTETLG
2601 TCAAAGGAGGTGACTGGGTGAAGGCCCCTCCTCCTGCAGATCAGGTGCCCAAGCCCTTTGGGGATGACCTGGGCTTTGGTATTGTGTACTCGTCCCTCAC
680kL K G G D WV KA P PPADA QV®PIKU®PTFGDU DTLGTFGI VY S S LT



Nhel (2767)

2701 TTGCCACTTGTGTGGCCACCTGAAGCAACACCACAGCCAGGAGGAAGGTGGCCAGAGCCCCATCGTTGCTAGCCCTGGCTGTGGCTGCTGCTAT GATGAC

713 C H L CGHUL K QHHSQEEGGQS®PI VASPGT CSGT CTCYDTD
BsaBI (2801) Bsu36l (2845)

2801 AGATCACCATCCCTGGGGAGCCTCTCGGGGGCCTTGGAAAGCTGTCCTGAGGGAATACCACCAGAAGCCAACCTCATGTCAGCACCCAAGACACCCTCAA

747" R S P S L G S L S GALESTC®PETGI PPEANLMSAZPIKTUP S
Bsp120I (2919)

2901 ACTTGTCAGGGGAGGGCAAGGGCCCTGGTCACTCTCCTGTTCCCAGCCAGACGACCGAGGTGCCTGTGGGCGCCCTGGGCATTGCTGTTTCTTAGGTGAG

780N L S G E G K G P GH SPVPSQTTEVZPVGALGI AVS e
Spel (3032)
3001 TGAGTGTGCTGTTGTTGCTGAGGTCTGTGCTGACTAGTCCTAGCTCGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGA

3101 AAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

Hpal (3201) Mrfel (3212) EcoRI (3297)

3201 AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA
|-

3301 TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC
e

Sapl (3479)
3401 CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

SspI  (3536) Swal (3550)
3501 TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

3601 CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

3701 CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA

—4494 ¢ N R T Y K L P I L E E I T T K V L K GNWMTE I L VF CDUZPA

Sacl (3811)
3801 TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT
19y D S | L E R C M G C P SV VU RI SRDVEUDSYU®PHU RVAUV I TD
3901 CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT
764 F D K Q G NS VASGI A1l A EACVTUVUZ RSGI YATETI HVA'S

4001 GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA

434 | E G T K T R 1 A A GV HHIKNDTEYLMT Il KETAVEVLE'L

BbsI (4121)
Xmnl (4117) Asel (4183)
4101 TCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG
94D Q Q S I N F T K M -- - —
Sacl (4240)

4201 CGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

Spel (4338)
4301 CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTC
-

SnaBI (4466)
4401 AAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCAT

Ndel (4571)
4501 AAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGT

4601 GGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGG

Pacl (4757)

Sdal (4749) BspLU111 (4767)
4701 GTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGA
e

4801 ACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGAC

4901 AGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT

ApaLl (5081)
5001 TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTC

5101 AGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAG

5201 CAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAG

5301 CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCA

Pacl (5497)

5401 GAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTA

Eagl (5517)

Swal (5506) NotI (5516)
5501 ATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATC
5601 AAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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