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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Ncol (560)
BStEII (555)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGTTTCCCACGGGTCCTCGCCCTCCCTCCTGGAGGC
- 1M VS HG S S P S L L E A
601 CCTGAGCAGCGACTTCCTGGCCTGTAAAATCTGCCTGGAGCAGCTGCGGGCACCCAAGACACTGCCCTGCCTGCATACCTACTGCCAAGACTGCCTGGCA
13 L S S D F L A CK I CLEQLU RAPIKTTLU®PT CLHTYTCOQDT CTLA
Eagl (714)
Notl (713)

701 CAGCTGGCGGATGGCGGCCGCGTCCGCTGCCCCGAGTGCCGCGAGACAGTGCCTGTGCCGCCCGAGGGTGTGGCCTCCTTCAAGACCAACTTCTTCGTCA
47" Q L A D GGR VIR CPET CRTETVZPVZPPETGVASTFTZ KTNTFTFV
Srfl (823)

801 ATGGGCTGCTGGACCTGGTGAAGGCCCGGGCCTGTGGAGACCTGCGTGCCGGGAAGCCAGCCTGTGCCCTGTGTCCCCTGGTGGGTGGCACCAGCACCGG
80N G L L DLV KAURA AT CGUDILT RAGT KT PATCATLT CPLVGGTSTSG

NgoMIV (903) Dralll (991)
901 GGGGCCGGCCACGGCCCGGTGCCTGGACTGTGCCGATGACTTGTGCCAGGCCTGTGCCGACGGGCACCGCTGCACCCGCCAGACCCACACCCACCGCGTG
113 G P A T A R C L D CADUDULTGCIO QAT CADTGHTR RTCTR RO QTHTHR RV
1001 GTGGACCTGGTGGGCTACAGGGCCGGGTGGTATGATGAGGAGGCCCGGGAGCGCCAAGCGGCCCAGTGTCCCCAGCACCCCGGGGAGGCACTGCGCTTCC
147 V. D L V G Y R A GWY DTETEARTETZ RU QQAAQCZPI QHTZPTGTEA ATLRTF
1101 TGTGCCAGCCCTGCTCACAGTTGCTGTGCAGAGAGTGCCGCCTAGACCCCCACCTGGACCACCCCTGCCTGCCTCTGGCTGAAGCTGTGCGTGCCCGGAG
189L C Q P C S Q L L C R ECRLUDUPHLU DU HPTCLUPLAEAVTZ RATR RITR R

Nhel (1281)
1201 GCCGGGCCTGGAGGGACTGCTGGCCGGTGTGGACAATAACCTGGTGGAGCTGGAGGCAGCGCGGAGGGTGGAGAAGGAGGCGCTAGCCCGGCTGCGGGAG
213 P G L E G L L A GV DNNLVETLTEAART RVETZKTEA ALATRTLTR RE
Sfil  (1353) BbrPI (1399)
1301 CAGGCGGCCCGGGTGGGGACTCAGGTGGAGGAGGCGGCTGAGGGCGTCCTCCGGGCCCTGCTGGCCCAGAAGCAGGAGGTGCTGGGGCAGCTACGAGCCC
247 Q AA R V G T Q VE EA A E GV LRALTLAI QKU QEUVTLTGAOQLRA
1401 ACGTGGAGGCTGCCGAAGAAGCTGCTCGGGAGAGGCTGGCGGAGCTTGAGGGCCGGGAGCAGGTGGCCAGGGCCGCAGCCGCCTTCGCCCGCCGGGTACT
280PH V E A A E E A A R E R LATETLTETGRTEG QVARAAAATFATRT RVL
Pvul (1541)

SgfT (1540)
1501 CAGCCTGGGGCGAGAGGCCGAGATCCTCTCCCTGGAAGGGGCGATCGCACAGCGGCTCAGGCAGCTGCAGGGCTGCCCCTGGGCACCAGGCCLCGGLLCCC
313 S L G R E A E I L S L EGAI A QRLIRQLQGTCU®PWAUZPGU&PAW®P

1601 TGCCTGCTCCCACAGCTGGAGCTCCATCCTGGGCTCCTGGACAAGAACTGCCACCTTCTTCGGCTGTCCTTTGAGGAGCAGCAGCCCCAGAAGGATGGTG
347 C L L P Q L E L HP GLULUDTIKNTE CHTLTILT RLTSTFTETESI QQFPOQTKDG
Acc651 (1714) BbsI (1761)
1701 GGAAAGACGGAGCTGGTACCCAGGGAGGTGAGGAGAGCCAGAGCCGGAGGGAGGATGAGCCGAAGACTGAGAGACAGGGTGGAGTCCAGCCCCAGGCTGG
380G K D G A G T Q G G E E S Q S RREUDTETZPI KTTEU RI QGG GVQP QA G
1801 AGATGGAGCCCAGACCCCAAAAGAGGAAAAAGCCCAGACAACCCGAGAAGAGGGAGCCCAGACCTTGGAGGAGGACAGGGCCCAGACACCCCACGAGGAT
413 D G A Q T P K E E KA QTTRTETEGAIOQTTLTETETUDTZ RAIOQTTPHTETD
1901 GGAGGACCCCAGCCCCACAGGGGTGGCAGACCCAACAAGAAGAAAAAGTTCAAAGGCAGGCTCAAGTCAATTTCCCGGGAGCCCAGCCCAGCCCTGGGGC
447 G G P Q P H R G G R P N K K K K F KGR L K S 1 SREZPSUPATLG
2001 CGAATCTGGACGGCTCTGGCCTCCTCCCCAGACCCATCTTTTACTGCAGTTTCCCCACGCGGATGCCTGGAGACAAGCGGTCCCCCCGGATCACCGGGCT
48P N L D G S G L L P R P I FYCSTFUPTRMPGDZ KU RS SPRI TG L
2101 CTGTCCCTTCGGTCCCCGGGAGATCCTGGTGGCGGATGAGCAGAACCGGGCACTGAAACGCTTCTCCCTCAACGGCGACTACAAGGGCACCGTGCCGGTC
513 C P F G P R E 1 L VA DETU QNTZ RALTIKT RTFSLNGDYIKTGTVPV
Bsu36l (2200) Nhel (2257)
2201 CCTGAGGGCTGCTCCCCTTGCAGCGTGGCCGCCCTGCAGAGCGCGGTGGCCTTCTCCGCTAGCGCACGGCTCTATCTCATCAACCCCAACGGCGAAGTGC
547 P E G C S P C S VAALI QSAVATFSASARTLTYTLTI NPNGTEV
Dralll (2335) BbrPI (2389) BsrGI
2301 AGTGGCGCAGGGCCCTGAGCCTCTCCCAGGCCAGCCACGCGGTGGCGGCACTGCCTAGCGGGGACCGCGTGGCTGTCAGCGTGGCGGGCCACGTGGAGGT
580Q W R R A L S L S Q ASHAVAALUPSGDU RVAVSVAGHVEV
2401 GTACAATATGGAAGGCAGCCTGGCCACCCGGTTCATTCCTGGAGGCAAGGCCAGCCGGGGCCTGCGGGCGCTGGTGTTTCTGACCACCAGCCCCCAGGGG
613 Y N M E G S L A TRTF 1 PGGIKASR RS GLT RALVTFEFTLTTSZPAOQSG
2501 CATTTCGTGGGGTCGGACTGGCAGCAGAATAGTGTGGTAATCTGTGATGGGCTGGGCCAGGTGGTTGGGGAGTACAAGGGGCCAGGCCTGCATGGCTGCC
647 H F V G S D W Q QN S V VI CDGLGOQV YV GEYIKTGPSGLUHTGSC
SandI (2686)
2601 AGCCGGGCTCCGTGTCTGTGGATAAGAAGGGCTACATCTTTCTGACCCTTCGAGAAGTCAACAAGGTGGTGATCCTGGACCCGAAGGGGTCCCTCCTTGG
680kQ P G S V S V D K K G Y I F L TLURTEVNIKVV I LDTPIKTGSTLTLG



Neol (2747)

BstEII (2739) Acc651 (2762)
2701 AGACTTCCTGACAGCCTACCACGGCCTGGAAAAGCCCCGGGTTACCACCATGGTGGATGGCAGGTACCTGGTCGTGTCCCTCAGTAACGGGACCATCCAC
713 D F L T A Y HGLTETIKTPRVTTMVDGRYULVVSLSNGT I H

BspEI (2817) AvrIl (2853)

2801 ATCTTTCGGGTCCGTTCTCCGGACAGTTAAAGGGGCTAGGACTAGGGTGAGAGCCTAGGTCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGG
747 | F R V R S P D S o

Hpal (2997)
2901 ACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTT

Mfel (3008) EcoRI (3093)
3001 AACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCT
- -

3101 AAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAAT

3201 GTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAA

SspI  (3332) Swal (3346)
3301 TGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAG

3401 ATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAG

3501 CTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGT
1414 ¢ N R T Y K L P I L E E I T T K VL KGNMTE 1l L VF CDU&PAYD
3601 CAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAA
1084 S | L E R CM G CP SV VU RI1I SRDVEUDSY®PHRVAV I TODTF
3701 GTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATC
754 D K Q G NS VASGI A1l AEACVTUVR RGI Y ATEILT HVAS I I
3801 TCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCT
414E G T K T R I A A GV HHIKNDTEYLMTI KETAVEVLETLDNAQ
BspHI (3921)
Bbsl (3917) Asel (3979)
3901 GCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTG
84 Q S I N F T K M = -]
4001 GATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGA

Spel (4134)
4101 GTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAA
-

SnaBI (4262)
4200 CCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAG

Ndel (4367)
4300 GTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG

4400 CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTC

Sdal (4545)Pacl (4553) BspLU11I (4563)
4500 GTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAA
-

4598 CCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACA

4698 GGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTT

ApaLl (4877)
4798 CGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCA

4898 GCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGC

4998 AGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGC

5098 CAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAG

Pacl (5293)
5198 AAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAA

Eagl (5313)
Swal (5302) Notl (5312)
5298 TTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCA
5398 AAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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