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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)

Nael (441)
401

Necol (560)
BstEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGACGTGGACTCTGAGGAGAAGCGCCATCGCACACG

- 1M DV D S E E K R HR T R
601 GTCCAAAGGGGTTCGAGTTCCTGTGGAGCCAGCCATACAAGAGCTGTTCAGCTGTCCCACTCCAGGCTGCGACGGCAGTGGTCACGTCAGTGGCAAATAT
13 S K G VR VP VEPAI QELFSCPT®PSGT CDSGSGHVS G K'Y

701 GCACGACACAGAAGTGTATATGGTTGTCCCTTGGCTAAAAAAAGAAAAACGCAAGATAAACAGCCCCAAGAACCTGCTCCCAAGCGAAAACCATTTGCAG
47m AR H R S VY G CPLAIKI KR RIKTQD K QPQEUPAZPI KR RIKPFA
801 TAAAAGCAGATAGTTCCTCAGTAGACGAATGTTATGAGAGTGATGGTACTGAAGACATGGATGATAAGGAGGAAGATGATGATGAGGAGTTCTCTGAAGA
80V K A DS S SVDET CYESDSGTET DMDT DI KTETETDTDTUDTETETF S ED
901 CAATGATGAGCAAGGGGATGATGACGACGAAGATGAGGTGGATCGGGAAGACGAGGAGGAGATCGAGGAGGAAGATGATGAAGAAGATGATGATGATGAA
113 N D E Q G D D D DEDTEVDR RTETDTETETE Il EEEDTDTETETDTDTDDE
1001 GATGGTGACGATGTAGAAGAGGAAGAAGAGGATGATGATGAAGAGGAGGAAGAAGAGGAAGAGGAAGAAGAAAATGAAGACCATCAAATGAGTTGTACTC
147 D G D D V E E E E E D D DEETETETETETETETETEENEUDUHA QMSTCT
1101 GAATAATGCAGGACACAGACAAGGATGATAACAACAATGATGAGTATGATAACTATGATGAACTGGTAGCTAAGTCGCTATTAAATCTTGGCAAAATTGC
180 R | M Q D T D K D D NNINUDTEYIDNYDTELVAIKSILTILNLTGTZKI A
1201 TGAGGATGCAGCATACCGAGCCAGGACTGAATCAGAGATGAACAGCAATACCTCCAATAGTCTGGAGGACGATAGTGACAAAAACGAAAACCTCGGTCGG
213 E D AAY RARTESEMNSNTSNSLETDUDSDIKNTENTLGR
1301 AAAAGCGAACTGAGTCTAGACTTAGACAGTGATGTTGTTAGAGAAACAGTGGACTCCCTTAAGCTGTTAGCACAAGGACATGGTGTTGTGCTATCAGAGA
247 K S E L S L DL DSUDVVU RETUVDSLIKILLAQGHSGVV L SE
1401 ATATCAGTGACAGAAGTTATGCTGAGGGGATGTCACAGCAGGACAGTAGAAATATGAACTATGTCATGCTAGGGAAGCCCATGAACAATGGACTCATGGA
280N | S D R S YA EGM S QQDSURNMNYVMLGKPMNNGTLWME
1501 GAAGATGGTGGAGGAGAGTGATGAGGAAGTGTGTCTAAGTAGTCTAGAGTGCCTGAGGAACCAGTGCTTTGACCTGGCCAGGAAACTCAGCGAGACCAAC
313 K M V E E S DEEV CL S SLETCLI RN QQCT FUDILARIKTILSTETN
PshAI (1606) BspLUIII (1641)
1601 CCACAGGACAGGAGTCAGCCACCCAACATGAGTGTGCGCCAACATGTCCGGCAAGAGGACGACTTCCCTGGGAGGACGCCAGACAGGAGCTACTCGGATA
347 P Q DR S QPP NMSVRQHVRQEUDUDTF®PGRTU®PDU RS Y SD
Psp14061 (1746) BspHI (1779)
1701 TGATGAACCTTATGCGGCTGGAGGAGCAGCTCAGTCCCAGGTCTAGAACGTTCTCCAGCTGTGCCAAGGAGGATGGGTGTCATGAGAGGGATGATGACAC
380kM M N L M R L E E QL S P RS RTZ FSSCAKTEUDSGT CHTETRIDTDTDT
1801 CACCTCAGTGAACTCAGACAGGTCTGAGGAAGTGTTTGACATGACCAAGGGCAACCTGACTCTGCTAGAGAAAGCCATTGCCTTGGAGACAGAGAGAGCC
413 T S V N S DR S E EV FDMTIKSGNIULTIULTULTEI KA AI AL ETTERA
Ncol (1922)
1901 AAGGCCATGCGGGAGAAGATGGCCATGGATGCTGGGAGAAGGGATAACCTGAGATCCTATGAGGACCAGTCTCCAAGACAGCTGGCTGGGGAAGACAGAA
447" K A°M R E KM A MDA GI R RUDNILI RS SYEDA QS®PRIQLAGTEDR
Xmal (2083)
2001 AATCCAAATCCAGTGACAGCCATGTCAAAAAGCCATACTATGATCCCTCAAGAACAGAAAAGAGAGAGAGCAAGTGTCCAACCCCCGGGTGTGATGGAAC
480 K S K S S D S HV K K P Y Y DUPSRTEJ KU RTESI KT C®PTU®PSGT CDSGT
PpulOI (2185)

SandI (2162) Nsil (2185)
2101 CGGCCACGTAACTGGGCTTTACCCGCATCACCGCAGTCTGTCTGGATGCCCGCACAAAGATAGGGTCCCTCCAGAAATTCTTGCCATGCATGAAAATGTT
513 G H V T G L Y P HHRSULS G C®PHZ KU DT RV®P®PETILAMUHTENYV

PstI (2291)
2201 CTCAAGTGTCCCACTCCAGGCTGCACAGGGCGAGGGCATGTGAATAGCAACAGGAACTCGCACAGAAGCCTCTCTGGATGCCCCATTGCTGCTGCAGAAA

547 L K C P T P G CTGRGHVNSNRNSUHRSTLSSGCTPI1I AAATE

Tth111I (2362)

2301 AACTGGCAAAGGCCCAAGAGAAACACCAGAGCTGTGATGTGTCCAAATCCAACCAGGCCTCAGACCGAGTCCTCAGGCCAATGTGCTTTGTCAAACAGCT

580K L A K A Q E K HQ S CDVSKSNU QASDT RVLIZ RPMTC CTF VKA~ QL
2401 TGAGATTCCTCAGTATGGCTACAGAAACAATGTTCCCACAACCACACCACGCTCCAACCTGGCCAAGGAGCTTGAGAAATACTCCAAGACTTCGTTTGAG

613 E | P Q Y G Y R NNV P TTT®PRSNLATZKTETLTETZKYSIKTSTFE
2501 TACAACAGTTACGACAACCATACTTATGGCAAAAGAGCCATAGCTCCCAAGGTGCAAACCAGGGACATATCCCCCAAAGGATATGACGATGCCAAGCGGT

647 Y N S Y D N H T Y G K RA 1 AP KV QTR RUDI SPIKTGYTDTUDA KR

BbrPI (2697)

2601 ACTGCAAGAATGCCAGCCCCAGCAGCAGCACCACCAGCAGCTATGCACCTAGCAGCAGCAGCAACCTCAGCTGTGGTGGTGGCAGCAGCGCCAGTAGCAC

680kY C K NA S P S S S TTSSYAPSSSSNLJ ST CGGSGSSASST
2701 GTGTAGCAAGAGCAGCTTTGACTACACACATGACATGGAGGCCGCACACATGGCAGCCACAGCCATTCTCAACCTGTCCACACGTTGTCGTGAAATGCCA

713 C S K S S F DY THUDMEA AAHMAATA ATILNLTS ST RT CR RTEMSTFP
2801 CAGAACCTGTCCACCAAGCCACAGGACCTGTGTACTGCCCGGAACCCAGACATGGAGGTGGATGAGAATGGCACCCTGGACCTGAGCATGAACAAGCAGA

747* Q N L S T K P Q bDLCTARNPIUDMETUVDTENSGTTULTUDTLSMNTKQ



XhoI (2903)

2901 GGCCTCGAGACAGCTGCTGCCCAGTCCTGACACCCCTGGAACCCATGTCTCCGCAGCAGCAGGCCGTGATGAGCAGCCGATGCTTCCAGCTGAGCGAGGG

780kR P R D S C C P VL TPLEUPMSZPQQQAVMS SR CTFQL S E G

3001 GGATTGCTGGGACTTGCCTGTAGACTACACCAAAATGAAGCCTCGGAGGGTAGATGAGGATGAGCCCAAAGAGATTACCCCAGAAGACTTGGACCCATTC

813 D C WDULUPVDYTIKMIKZPR R RVDTETDTEW®PIKTET'Il TPETUDTLTDTPTF

BstEII (3135)
3101 CAGGAGGCTCTGGAAGAAAGACGGTATCCAGGGGAGGTGACCATCCCAAGCCCCAAACCCAAGTACCCTCAGTGCAAGGAAAGCAAAAAGGACTTAATAA
847k Q E A L E E R R Y P GEV T I PSP KUPIKY P QCIKE S K KDL I
BstBI (3233)
3201 CTCTGTCTGGCTGCCCCCTGGCGGACAAAAGCATTCGAAGTATGCTGGCCACCAGTTCCCAAGAGCTCAAGTGCCCCACCCCTGGCTGTGACGGTTCTGG
880FT L S G C P L ADKS I RSMULATSSQETULWI KT C®PT®PSGT CDGSG
BspEI (3368)
3301 ACACATCACTGGCAATTACGCTTCTCATCGAAGCCTTTCTGGGTGCCCGAGAGCAAAGAAGAGTGGCATCCGGATAGCACAGAGCAAAGAGGACAAGGAA
913 H I T G N Y A S H R S L S G CUPIRAIKIKSGI R I A QS KED K E
PpulOl (3464)
Acc651 (3423) Nsil (3464)
3401 GACCAGGAGCCAATCAGGTGTCCGGTACCTGGCTGTGACGGTCAGGGACACATCACTGGGAAGTATGCATCCCACCGCAGCGCCTCCGGGTGTCCCTTGG
947 D Q E P I R C P VP GCDGQGH 1 T GIKYASUHR RSASSGTCTU&PL
Acc65I (3521) Xmal (3586)

3501 CAGCCAAGAGGCAGAAAGATGGGTACCTTAATGGCTCCCAGTTCTCCTGGAAGTCGGTCAAGACGGAGGGCATGTCCTGCCCTACCCCCGGGTGTGATGG

980kA A K R Q K D G Y L NG S QF SwWIKSVIKTESGMST C®PTU®PSGTCTDSG

3601 GTCAGGACACGTCAGTGGCAGCTTCCTCACACACCGCAGCTTGTCAGGATGTCCAAGAGCCACATCAGCAATGAAGAAAGCAAAGCTGTCTGGAGAACAG

1013 S G H V S G S F L T HR SL S GTCUPRATSAMIKIKAIKTILSGE Q
XemI (3791)

3701 ATGTTGACTATCAAGCAGCGAGCCAGCAACGGTATAGAAAATGATGAAGAAATCAAGCAGTTAGATGAAGAGATCAAGGAGCTTAATGAGTCCAATTCCC

1947 M L T I K Q R A S NG I ENDTETEI KQLDTZETETI KETLNESNS
3801 AGATGGAGGCTGACATGATCAAACTCAGAACTCAGATCACCACAATGGAGAGCAACCTGAAGACGATTGAGGAGGAGAACAAAGTCATTGAACAGCAGAA
1080k Q M E A DM I K L R TQI!I T TMESNWLIKT I EEENZ KV I E QQN

BamHI (3978)
3901 TGAGTCGCTCTTGCACGAGTTGGCCAACCTGAGCCAGTCCCTGATCCACAGCCTCGCCAACATCCAGCTGCCTCACATGGATCCAATCAATGAACAAAAT
1113 E S L L H E L ANL S QS L I HSULANI QL PHMDZ®PI NTEQN
BsaBI (4045)
Bst11071 (4032)
4001 TTTGATGCTTACGTGACTACTTTGACGGAAATGTATACAAATCAAGATCGTTATCAGAGTCCAGAAAATAAAGCCCTACTGGAAAATATAAAGCAGGCTG
1147 F D A Y V T T L T EM Y T N QD RY QS P ENI KA ALTILTENI K QA
EcoRI (4106) Nhel (4126)
4101 TGAGAGGAATTCAGGTCTGAACAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATG
1180V R G | Q V e

Hpal (4264) Mfel (4275)
4201 CTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAG

EcoRI (4360)
4301 GTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAA
- -

4401 TCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTC

Sspl (4599)
4501 ATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAA

Swal (4613)
4601 ATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTT

4701 AGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGT

+414 ¢ N R T Y K L P | L
4801 TCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGC
1304E E | T T K VL K G NME I L VF CDUPAYDS S Il L ERT CMGTCUP S
4901 TGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAAT
974 v VvV R I S R DV E D S Y P HR VAV I T DFUDIKIQGNSVA S G I
5001 GGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACA
644 A Il A E A CV TVZRGI YAEI HVASI1T I EGTIKTI R I A AGV

BspHI (5188)
5101 TGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCC
304H H K N D E Y L M T 11 K E TAVEVLELDA QQS 1T NTFTIKM--E4—
Asel (5246)
5201 TCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACT
]

5300 AAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGAT

Spel (5401)
5400 TTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
— -

SnaBI (5529)
5499 ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA




5599

5699

5799

5897

5997

6097

6197

6297

6397

6497

6597
6697

Ndel (5634)
TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

Pstl (5813)

Sdal (5812)Pacl (5820)  BspLUI1I (5830)
TAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCC
- -]

ATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGG

AAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGC

ApaLI (6144)
TGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATC

GTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTT

CTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT

TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCT

Eagl (6580)
Pacl (6560) Swal (6569)  NotI (6579)
TTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATA

TCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAAT
AGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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