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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Necol (560)
BstEII (555)
KasI (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGAGGATTCGGAACCGGAGCGGAAGCGGGCACGCGC
. 1M E D S E P E R K R A R A
SaclIl (611) SnaBI (658) NgoMIV (686)

601 GGACGAGGCGACCGCGGGTGGGAGCCGCTCCGAGGACGAGGATGAGGACGACGAGGACTACGTACCCTATGTGCCGTTGCGGCAGCGCCGGCAGCTACTG
13 D EATAGS G SI R S EDTETDTETUDUDTETDY VPY VPLIRQRUR RAOQLL
Bsp1201

701 CTCCAGAAGCTGCTGCAGCGAAGACGCAAGGGCGCTACGGAGGAAGAGCAGCAGGACAGTGGCAGTGAGCCCCGAGGAGATGAGGACGACATCCCGCTGG
47 L Q K L L Q R R R K GATZEZETEQQD S G S EPIRGDTETDT D I P L

801 GCCCTCAGTCCAATGTCAGCCTCCTGGATCAGCACCAGCACCTCAAAGAGAAGGCTGAAGCACGCAAGGAGTCCGCCAAGGAAAAGCAACTGAAGGAAGA
80*G P Q S NV S L L DQH QHLI KTEI KAEARI KTETSAIKTEIZ KNI QL K EE

Xmnl (901) Spel (991)

901 AGAAAAGATTCTGGAGAGTGTGGCTGAAGGCCGAGCCTTGATGTCAGTGAAGGAAATGGCCAAAGGCATCACCTATGACGATCCAATCAAAACTAGTTGG
113 E K I L E S VA E GRALMSV K EMAIKSG 11 TYDUDZ®PI K TS W
1001 ACACCCCCGCGTTATGTCCTGAGCATGTCTGAGGAGCGGCATGAGCGAGTTCGGAAGAAGTATCACATCCTGGTGGAGGGCGATGGTATCCCGCCACCCA
147 T P P R Y VL S M S E E R HE RV RKIKYHI L VEGDTGTI P PP

1101 TCAAGAGCTTCAAGGAGATGAAGTTTCCTGCAGCTATCCTTCGGGGCCTGAAAAAAAAGGGCATCCTCCACCCAACACCCATTCAGATCCAGGGCATCCC
1801 K S F K EM K F P A A Il LR GLIKJIKI KTGI L HPT®PI QI QG 1 P
1201 TACCATTCTGTCCGGTCGGGACATGATCGGCATTGCCTTCACGGGGTCAGGCAAGACACTGGTATTCACTCTGCCAGTCATCATGTTCTGCCTGGAACAG
213 T I L S GR DM I GI A F TGS GK TULVFTULU®PVI MTFTCTLTEAQ

Nrul (1357)

1301 GAGAAGCGGTTGCCTTTCTCCAAGCGAGAGGGGCCTTATGGACTCATCATCTGCCCCTCGCGAGAGCTGGCTCGGCAGACCCACGGCATCCTGGAGTATT
247" E K R L P F S KREG®PY G LT I CPSRETILARI QTHGI L E Y

1401 ACTGCCGTCTGCTGCAGGAGGACAGCTCACCCCTCCTGCGCTGTGCCCTCTGCATCGGGGGCATGTCGGTGAAGGAGCAGATGGAGACCATCCGACATGG
280k Y C R L L Q E DSS?PLILIRTCALTCI GGMSVIKTEAQMETTI RHSG
1501 TGTGCACATGATGGTAGCCACACCTGGACGCCTCATGGATTTGCTGCAGAAGAAAATGGTCAGCCTAGACATCTGCCGCTACCTAGCCCTGGATGAAGCT
3133 VH MM VATPGRLMDTULTULA QK KMVSLUDICRYULALTDTEA
1601 GACCGCATGATTGACATGGGCTTTGAGGGTGACATTCGTACCATCTTCTCCTACTTCAAGGGCCAACGGCAGACTCTGCTCTTCAGTGCCACCATGCCGA
347 D R M | DM G F E GD I R T 1 F SYF K GQRQTULLTFSATMEFP

XemI (1718)

1701 AGAAGATTCAAAACTTTGCCAAGAGTGCCTTGGTAAAGCCTGTCACCATCAATGTGGGTCGTGCTGGAGCAGCCAGCCTTGATGTCATCCAGGAGGTGGA
380K K I Q N F A K S ALV KU®PVTI NV GRAGAASTLDVI QFE VE
1801 GTATGTGAAGGAGGAAGCCAAGATGGTGTACTTGCTTGAGTGCCTGCAGAAGACACCCCCACCTGTGCTCATCTTTGCAGAGAAGAAAGCAGATGTGGAT
413 Y V K E E A KM VY LLET CLAQKT®P®P®PV LI FAEIZKIKADUVTD
1901 GCCATTCACGAATACCTCCTGCTCAAGGGTGTTGAGGCTGTAGCCATTCATGGGGGCAAAGACCAGGAAGAGCGGACCAAGGCCATTGAGGCATTCCGGG
447 A | H E Y L L L K GV EAVAI HG G KD QETET RTIKAI EATFR

2001 AAGGCAAGAAGGACGTCTTAGTGGCCACAGATGTGGCCTCTAAAGGCCTGGACTTTCCTGCCATCCAGCATGTCATCAACTATGACATGCCTGAAGAGAT
480*E G K K D VL VA T DVASIKGLDTFU®PAI QHV I NYDMZPTEE I
2101 AGAAAACTATGTGCACAGAATTGGCCGCACTGGGCGTTCAGGAAACACAGGCATCGCTACCACCTTCATCAACAAGGCCTGCGATGAGTCAGTGCTCATG
513 E NY VHR I GRTGRSGNTSGI A TTT FI NKAT CDTES VLM

Acc651 (2235)
2201 GACCTCAAAGCCTTGTTGCTGGAGGCCAAGCAGAAGGTACCACCTGTTCTGCAAGTGCTGCACTGTGGGGACGAGTCCATGCTGGACATTGGAGGAGAAC

547# D L K A L L L EAKQKVZPPVLQVLHTCGDTES SMLTDI GGE
2301 GGGGCTGTGCCTTCTGTGGAGGCCTTGGCCATCGGATCACTGACTGCCCCAAACTTGAAGCTATGCAGACCAAGCAGGTCAGCAACATTGGCCGCAAGGA
580k R G C A F C G G L G HR I T DC®PJKLEAMAOQTIKIQV S NI1T GR KD
Ncol (2417) Nhel (2451)

2401 CTACCTGGCCCACAGCTCCATGGACTTCTGAGCCGTCTGACTTCTCTCTTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCA
613 Y L A H S S M D F e

Hpal (2589)
2501 CAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAA

Mfel (2600) EcoRI (2685)
2601 CAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACA
- -

2701 GCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTA

2801 GCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGA




SspI  (2924) Swal (2938)
2901 CCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAA

3001 GGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTT
+414 o N
SaclI (3199)

3101 CCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATG
1394 R T Y K L P I L E E I T T K V L K GNWME I L VF CDUPAY DS

3201 AGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCT
1054L E R C M G C P SV VR 1 SRDVEHDSYUPHRVAV I TDTFDKNQ

3301 GCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGT
724 G N S VA S G I Al A EACVTVUZ RGI YAETI HVASI I EGT

3401 CTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAG
304 K T R I A A GV HHIKNUDTEYLMTIlI KETAVEVLTETLTDAGQAQS

Xmnl (3505) Asel (3571)
3501 ATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGT
54 N F T K M - -~
Sacl (3628)
3601 CTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTAC

Spel (3726)
3701 GACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCC
-~

SnaBI (3854)
3801 ACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTAC

Ndel (3959)
3901 TGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACC

4001 GTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGG

Pacl (4145)

Sdal (4137) BspLU11I (4155)
4101 TCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGG
e

4201 CCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAG

4301 ATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTG

4401 GCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCT

4501 GCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTA

4601 TGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTC

4701 GGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGAT

Pacl (4885) Swal (4894)
4801 CTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAA

Eagl (4905)
NotI (4904)

4901 ATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGA

5001 AACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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