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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
SgrAl (551) BsrGI (573)
501 CTGAGATCACCGGCGAAGGAGGGCCACCATGTACAGGATGCAACTCCTGTCTTGCA
- 1M Y RM Q L L S C

Dralll (665) Sphl (699)
601 TTGCACTAAGTCTTGCACTTGTCACGAATTCGGCTCATACTCATCAGGACTTTCAGCCAGTGCTCCACCTGGTGGCACTGAACACCCCCCTGTCTGGAGG
1 A L S L ALV TNJISAHTMHA QD FQPV LHLVALNTU®PLSSGSG
701 CATGCGTGGTATCCGTGGAGCAGATTTCCAGTGCTTCCAGCAAGCCCGAGCCGTGGGGCTGTCGGGCACCTTCCGGGCTTTCCTGTCCTCTAGGCTGCAG
43 M R G | R G A D FQCFQQARAVGLSGTFRATFTULSSURLAQ
801 GATCTCTATAGCATCGTGCGCCGTGCTGACCGGGGGTCTGTGCCCATCGTCAACCTGAAGGACGAGGTGCTATCTCCCAGCTGGGACTCCCTGTTTTCTG
77« D L Y S I VRRAD U RGS SV P I VNULIKDTEVLS?PSWWD S L F S
Bsp120I (924)
Xmal (920) Sapl (982)
901 GCTCCCAGGGTCAACTGCAACCCGGGGCCCGCATCTTTTCTTTTGACGGCAGAGATGTCCTGAGACACCCAGCCTGGCCGCAGAAGAGCGTATGGCACGG
110G S Q G Q L Q P G A R I F S FDGIRDVLI RHUPAWPQIK SVWHG
1001 CTCGGACCCCAGTGGGCGGAGGCTGATGGAGAGTTACTGTGAGACATGGCGAACTGAAACTACTGGGGCTACAGGTCAGGCCTCCTCCCTGCTGTCAGGC
143 S D P S G R R LM ESYCETWRTETTSGATS G QASSLLSG
BspHI (1167)
Xmnl (1159) Acc651 (1186)
1101 AGGCTCCTGGAACAGAAAGCTGCGAGCTGCCACAACAGCTACATCGTCCTGTGCATTGAGAATAGCTTCATGACCTCTTTCTCCAAGGTACCCGGAGTAG
77 R L L EQ K A A SCHNJSY I V LC I ENZSTFMTS ST FSKV PGV
1201 GTACGAATTCGGTGTATCTGTCAGAATGTAAGACCGGCATCGGCAACGGCTACAGAGGAACCATGTCCAGGACAAAGAGTGGTGTTGCCTGTCAAAAGTG
210G T N S V Y L S EC K T G I GNGYRGTMSRTIK SGV ACQKW
1301 GGGTGCCACGTTCCCCCACGTACCCAACTACTCTCCCAGTACACATCCCAATGAGGGACTAGAAGAGAACTACTGTAGGAACCCAGACAATGATGAACAA
243 G AT F PHV PNYSPSTHU PNTESGTULTETENYT C RNUZPDNDENQ
BstAPI (1473)
BspEI (1423) Nsil (1471)
1401 GGGCCTTGGTGCTACACTACAGATCCGGACAAGAGATATGACTACTGCAACATTCCTGAATGTGAAGAGGAATGCATGTACTGCAGTGGAGAAAAGTATG
277 G PW C Y T T D P DK R YD YCN 1 PET CETETECMYTCSGEK'Y
1501 AGGGCAAAATCTCCAAGACCATGTCTGGACTTGACTGCCAGGCCTGGGATTCTCAGAGCCCACATGCTCATGGATACATCCCTGCCAAATTTCCAAGCAA
30E G K I S K T M S G L D CQAWUD SQ SPHAHSGY I PAK F P SK
1601 GAACCTGAAGATGAATTATTGCCGCAACCCTGACGGGGAGCCAAGGCCCTGGTGCTTCACAACAGACCCCACCAAACGCTGGGAATACTGTGACATCCCC
343k N L K M NYCWRNUPDGTEWPRPWT CTF FTTDU®PTIK RWEYTCD I P
1701 CGCTGCACAACACCCCCGCCCCCACCCAGCCCAACCTACCAATGTCTGAAAGGAAGAGGTGAAAATTACCGAGGGACCGTGTCTGTCACCGTGTCTGGGA
377# R C T T P P P PP S PTYQCULIKS G RS GENYURSGTV SV TV SG
Eco47111 (1809)
1801 AAACCTGTCAGCGCTGGAGTGAGCAAACCCCTCATAGGCACAACAGGACACCAGAAAATTTCCCCTGCAAAAATCTGGAAGAGAACTACTGCCGGAACCC
410K T C Q RW S EQ T PH RHNIRTPENTFW®PCIKNIULTETENYTCR RNF@TP

Scal (1953)
1901 AGATGGAGAAACTGCTCCCTGGTGCTATACCACTGACAGCCAGCTGAGGTGGGAGTACTGTGAGATTCCATCCTGCGAGTCCTCAGCATCACCAGACCAG
443 D G E T A PW C Y TTD SQL RWEYTCTE I PSCESSASUPDNAQ

2001 TCAGATTCCTCAGTTCCACCAGAGGAGCAAACACCTGTGGTCCAGGAATGCTACCAGAGCGATGGGCAGAGCTATCGGGGTACATCGTCCACTACCATCA
477 S D S SV P P EEQT PV VQECYQSDGQSYRGTSSTT I
Bbsl (2149)
BstBI (2146)
2101 CAGGGAAGAAGTGCCAGTCCTGGGCAGCTATGTTTCCACACAGGCATTCGAAGACCCCAGAGAACTTCCCAGATGCTGGCTTGGAGATGAACTACTGCAG
50T G K K C Q SW A AMTFPHIRHSKT®PENTFZPDAGTLTEMNYTCR
Bsp120I (2218)
2201 GAACCCGGATGGTGACAAGGGCCCTTGGTGCTACACCACTGACCCGAGCGTCAGGTGGGAATACTGCAACCTGAAGCGGTGCTCAGAGACAGGAGGGAGT
543 N P D GD K G PWGCYTTDU PSVRWTETYT CNTLTEKT RCSTETG GG S
Mscl (2308)
Nhel (2302)
2301 TAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGC
577k e




Hpal (2440) Mfel (2451)
2401 TATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTT

2501 TTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTT
- <

2601 CTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATT

Sapl (2718) Sspl (2775) Swal (2789)
2701 TTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACA

2801 TCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAG

2901 GAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGC
4494 ¢« N R T Y K L P I L E E I T T K V L
Sacl (3050)
3001 TTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCA
12224k 6 N M E I LV FCDPAYDS I LERGCMGE CT®PSVV R I SRDV
3101 CCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGT
894 E D S Y PH RV AV I TDFDJZKG QGNTZSVASGI I A ITATEATCVT
3201 GACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGC
se4 VR G | YA E I HV A S I I EGTIKTU R I AAGVHHTIKNTDE Y L
BspHI (3364)
BbsI (3360)
Xmnl (3356)
3301 ATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACT
224M T | K E T AV EV L ELDQQS I NF T K M=
Asel (3422) Sacl (3479)
3401 ATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCT
-

Spel (3577)
3501 CCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATT
-

3601 GACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATG

SnaBI (3705)
3701 ACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGG

Ndel (3810)
3801 GCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTAC

Pacl (3996)

Sdal (3988)
3901 TATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAA

BspLU11I (4006)
4001 ITAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCA
-

4101 CAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCG

4201 ACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCG

ApaLlI (4320)
4301 TTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGA

4401 CTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTAC

4501 ACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTA

4601 GCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAA

Eagl (4756)
Pacl (4736) Swal (4745) Notl (4755)
4701 CGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTG

4801 GTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGC
4901 CAGAACATTTCTCTATCGAA
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