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BBeoeHne BEKTOPHbLIX KOHCTPYKLUWUN B KIETKU
pacTeHUn

CmaHem iu riocrie amoao pacmeHue mpaHCc2eHHbIM?
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NHTterpauma THK B reHomM pacTteHus
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BBeoeHne BEKTOPHbLIX KOHCTPYKLUWUN B KIETKU
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OTKyaa 6epyT uenesoun cpparmeHT OHK,
KOTOPbLIN XOTAT BCTPOUTb B
pacTUTenbHbIN FEHOM?
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Erwinia carotovora subsp. atroseptica SCRI1043, complete genome

NCBI Reference Sequence: NC_004547.2
GenBank  Graphics

>gi|50118965|ref|NC_004547.2| Erwinia carotovora subsp. atroseptica SCRI1@43, complete

genome
TTATCCACATTCAACTGCCGAATATTTAATCTTATTTGAGTAAATTAACCCACGATCCTAGCCATTCTTC
TGCTGGATCTTCTGGAATCTGATGCTGCGTGATGTCGATCTCGAGAATTTCACCGATCCTTTTAGCCCCC
AATTGGGCTAGTAGACGATCCGCTGTTTGGATCGCGCCACAGAACGTGTCGTACTCTTTACTGCCGATCC
CTATCGCACCAAAATTCACCTGAGAAAGATCGGGCTTTTGCTGTTCCAACTGTTCAAACAGCGCTTTTAG
GTTGTCAGGGAACTCCCCTGCGCCGTGTGTCGACGTTACCACCAGCCATATACCGCTCTCGGGAAGTGCA
TCAAGCGTAGGGCCATGCAGAATTTCAGTGGAGAAATTATCCTTTTCTAGCAGTTCAGCCAAATGCTCTG
CCACATATTCGGCGCTGCCAAGGGTACTGCCACTGATTAAGGTAATGTCTGCCATAGTGATCCCATCCGA
TAAAAGACGGGACATTGTACGCTGTGATCTGGCTGGGATCTACCTGTGGATAATATGGGTATAGGAAAAA
AGCATTACGGGGCGATCGTCCGCATAATGGGGTTTTGCAGGGAGATCAGTGTTTCGGTGGACTGAATTTC
ATCAATTGTTTGGATCTTGTTGATAAGTACGTGT TGCAGCGCCTCGATCGAACGACACATGACCTTAATA
AAGATACTGTAATGCCCAGTGGTGTAGTAGGCCTCGACCACTTCTTCCAGATTGTTTAGCTTTTCCAGCG
CCGAGGGATAATCTTTGGCGCTTTTCAGAATGATGCCGATAAAGCAGCACACGTCATAGCCTAACTGTTT
TGGATTCACGTCCAGACGCGTGCCGATAATGATGCCCGCCTGTTTCATTTTTTCCACCCGAACGTGGATC
GTTCCTGGACTGACGGAAAACTGTTTTGCCAGTTCGGCATAAGGGGTGCGCGCATTTTCCATTAAGGCGG
AAAGAATGCCGCGATCGAGATTATCGATCTGATAAATTTCTGCCACTTTGAGCCTCCTATTTTATCGAAT
AATGATTTTATACCGCTATAAAATGACGGATTAAAAGCACAAGTGCAATTTATCCATAAGATTATTGAAT
GACTAGCGGTTTTTATTGCTTAATGAACAACTAAATACGATGAATAAGAGACGCGGCAATGAAAAAGCAG
TACATCGAAAAGCAACAGCAAATCAGCTTCGTTAAATCTTTCTTCTCCAGTCAACTGGAGCAGCTTCTGG
GATTGATTGAAGTCCAGGCACCGATTCTCAGCCGTATCGGCGATGGCACACAGGATAACTTGTCTGGTAC
AGAAAAAGCGGTGCAGGTTAAGGTAAAAGCCTTACCGGATGCCACATTTGAAGTGGTGCACTCACTGGCA
AAATGGAAACGCAAAACGCTGGGCGCGTATGATTTTAGCTTCGGTGAAGGCATTTATACTCACATGAAGG
CGCTGCGTCCGGACGAAGATCGCCTGAGCCCGATCCACTCGGTTTATGTCGATCAGTGGGATTGGGAGCG
CGTGATGGAGGATGGCGAGCGCAATGCTGAATATCTGAAATCGACGGTCACGCGTATTTATCAAGGCATT
AAAGCGACTGAGGCTGCGGTACATCAGGCGTTTGGCATTCAGCCTTTCCTGCCAGAGCAGATTCATTTTG
TGCATACCGAAACCTTGCTGAAGCGTTATCCCGATCTGGACGCCAAAGGGCGTGAGCGAGCTATAGCTAA
AGAGCTGGGTGCGGTCTTCCTGATTGGGATTGGCGGTAAGCTGTCCAGCGGACACTCTCACGATGTGCGT
GCACCGGATTATGATGACTGGACGACACCAGGCGAGCAGGAATTGGCGGGTTTGAACGGCGATATCGTCG
TCTGGAACCCAGTCCTGAACGATGCGTTTGAGATTTCATCCATGGGTATCCGCGTGGACGCAGAGGCGCT
AACACGCCAACTGOCACTGACGCAGGATGAGGAACGTCTGAAGCTTGAATGGCATCAGGCGCTGLTGCGC
GGTGAGATGCCACAAACGATCGGTGGGGGAATCGGTCAGTCTCGCTTGGTCATGCTACTGCTGCAATTGC
CGCACATTGGTCAGGTTCAGTGCGGTGTATGGCCACAGCCGCTGCGTGAGTCGGTTTCTGGCCTGCTTTA
ATAAGCCTTGCCGTGCTGCCAGCGGCGCATTAAGCGGCTTTTTAACCCGGTATCAAAGCGCCAGATATGG
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GenBank ~

Erwinia carotovora subsp. atroseptica SCRI1043, complete genome

NCBI Reference Sequence: NC_004547.2
FASTA Graphics

LoCuUs
DEFINITION
ACCESSION
VERSION
DBLINK

KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS

TITLE

JOURNAL
REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

NC_024547 13677 bp DA linear CON 17-AUG-2015
Erwinia carotovora subsp. atroseptica SCRI1943, complete genome.
NC 294547 REGION: 3656910..3679586

NC_@o4547.2 GI:50118965

BioProject: PRINA224116

BioSample: SAMEA179592¢

Assembly: GCF ©000@11685.1

RefSeq; complete genome.

Pectobacterium atrosepticum SCRI1e43

Pectobacterium atrosepticum SCRI1843

Bacteria; Proteobacteria; Gammaproteobacteria; Entercbacteriales;
Entercbacteriaceae; Pectobacterium.

1 (bases 1 to 13677)

Bell,K.S., Sebaihia,M., Pritchard,L., Holden,M., Hyman,L.J.,
Holeva,M.C., Thomson,N.R., Bentley,S.D., Churcher,C., Mungall,K.,
Atkin,R., Bason,N., Brooks,K., Chillingworth,T., Clark,K.,
Doggett,J., Fraser,A., Hance,Z., Hauser,H., Jagels,K., Moule,S.,
Norbertczak,H., Ormond,D., Price,C., Quail,M.A., Sanders,M.,
Walker,D., Whitehead,S., Salmond,G.P.C., Birch,P.R.J.,
Barrell,B.G., Parkhill,]. and Toth,I.K.

The genome seguence of the enterobacterial phytopathogen Erwinia
carotovora subsp. atroseptica SCRI1843 and functional genomic
identification of novel virulence factors

Unpublished

2 (bases 1 to 13677)

Sebaihia,M.

Direct Submission

Submitted (18-FEB-28@4) Submitted on behalf of the Pathogen
Sequencing Unit, Sanger Institute, Wellcome Trust Genome Campus,
Hinxton, Cambridge CB1@ 1SA E-mail: msS5@sanger.ac.uk

REFSEQ INFORMATION: The reference seguence was derived from
BX950851.

On Jul 9, 2084 this sequence version replaced gi:2885047@.
Annctation was added by the NCBI Prokaryotic Genome Annotation
Pipeline (released 2013). Information about the Pipeline can be
found here: http://www.ncbi.nlm.nih.gov/genome/annotation prok/
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FEATURES
source

gene

cbs

Location/Qualifiers

1..13677

/forganism="Pectobacterium atrosepticum SCRI1@43"
/mol_type="genomic DNA"

/db_xref="taxon:218491"

/collection_date="1985"

complement(1..13677)

/locus_tag="ECA_RS16065"

/old_locus_tag="ECA3266"

/db_xref="GeneID:28853@1"

complement(l..13677)

/locus_tag="ECA_RS16065"

/old_locus_tag="ECA3266"

/inference="EXISTENCE: similar to AA
sequence:RefSeq:WP_0811094784.1"

/note="Derived by automated computational analysis using
gene prediction method: Protein Homology."

/codon_start=1

/transl_table=11

/product="type I secretion C-terminal target
domain-containing protein®

/protein_id="WP 911094784.1"

/db_xref="GI1:499487317"

/db_xref="GenelID:28853@1"
/translation="MNSVIGVIKFVIGQVFIVALDGSQRLLVAGDRVYSGEEVVTGAN
GAVSITLPDGKTLDLGRDSRUWSDVSSASSQKNADVTNDVAAIQDAIAQGADPTQVLEA
TAAGNDNTGEAGDGGGGHFNSTVVLGLTGDVVTAPIGYDTAGISFTDRASSVLDGAGS
STLLTAATDTTDTTPPSVTITINSDGTISFVFTRPPVGFDLSDVTVTNGSITNLVQDP
NDSTRWTATLTPAANFEGEVRVSIPDGSYTDAAGIPGTGGSEAVTVDTLPPVASISID
DVTSDNVINASESGQTIAVTGKVDNDVKAGDAVTVTVGTETYQTTVNTDGKTWSVNVP
GTVLAANADISATVTTRDTAGNVTTADTSHAYGVDTVAPTASITIDNVTSDNVINASE
SGQTIAVTGNVDNDVKAGDAVTVKVGTETYQTTVNTDGK TWSVNVPGSVLAANGDVSA
TVTTRDTAGNITTANTSHAYGVDIVAPTASITIDNVTSDNVINASESGQTIAVTGKVD
NDVKAGDAVTVTVGTETYQT TVNTDGK TWSVNVPGSVLATNGDVSATVTTRDAAGNVT
TANATHAYDVDTVAPTASITIDNVTSDNVINASESGQTIAVSGNVDNDVKAGDAVTVT
VGTETYQTTVNVDGK TWSVNVPGTVLAANGDISATVTTRDTAGNITTANSTHTYGVDT
VAPTASITIDDVTSDNVINASESGQTIAVSGNVDNDVKAGDAVTVTVGTETYQTTVNVY
DGKTWSVNVPGTVLAANGDISATVT TROTAGNITTANSTHTYGVDTVAPTASITIDDV
TSDNVINASESGQT IAVTGSVDNDVKAGDAVTVTVGTETYQTIVNTDGKTWSVNVPGA
VLAANGDVSATVTTRDTAGNVTTANTSLAYGVDTVAPTASISIDDVTSDNVINASESG
QTIAVTGKVDNDVKAGDAVTVTVGTETYQTTVNTDGKTWSVNVPGSVLATNSDVSATV
TTRDTAGNVTTANTSHAYGVDTVAPTASITIDNVTSDNVINASESGQTIAVTGKVDND
VKAGDAVTVTVGTETYQT TVNVDGK TWSVNVPGSVLAANGDISATVTTRDTAGNVTTA
NATHAYGVDTVAPTASITIDDVTSDNVINATESGQTIAVTGKVDNDVKAGDAITVTVD
TETYQTTVNVDGKTHSVNVPGSVLAANGDVSATVTTRDTAGNVT TANTSHAYGVDTVA
PVASISIDNVTSDNVINATESGQTIAVTGNVDNDVKAGDAVTVTVGTETYQTTVNTDG
KTWSVNVPGSVLAVNGDVSATVT TRDTAGNVT TANTNHAYGVDTVSPTATISIDNVTS
DNVINATESGQTIAVTGNVGNEVKAGDAVTVKVGTETYQTTVNVDGKTWSVNVPGSVL
AMNGDVSATVTTRDTAGNVTTANTSHAYDVDTVAPTASISIDNVTSDNVINASESGQT
TAVTGKVDNDVKAGDAVTVTVGTETYQTTVNVDGKTWSVNVLGSVLAANGDISATVTT
RDTAGNVTTANAIHAYGVDTVAPVASISIDNVTSDNVINAAESGQTIEVTGNVGNEVK
ADDAVTVTVGTETYQT TVNVDGK TWSVNVPGTVLAANSDVSATVTTRDPAGNVTTANA
SHTYGVDTVAPTASITIDNVTSDNVINASESGQTIAVTGKVDNDVKAGDAVTVTVGTE
TYQTTVNTDGK TWSVNVPGSVLAANSDVSATVTTRDTAGNITTANTSHAYGVDTVARPY
ASISIDNVTSDNVINAAESGQTIEVTGNVGNEVKAGDAVTVTVGTETYQTTVNVDGKT
WSVNVPGTVLAANSDVSATVTTRDPAGNVT TANASHTYGVDTVAPTASITIDNVTSDN
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tcagctagat
atgttccaac
agtgctaact
atcagttcct
ggcattaaag
cgcgeeggec
gctaccgecg
gccgaaaagg
cgagagatca
tacgcccgtt
accatcggta
ggatatagtg
cgaataacct
attcaattta
attgtgcgca
gatctggtca
ttcgctaccg
cgcctgaccg
atcgctgtaa
accactgcta
attgttgttc
gtagtcagaa
gcggtgatcc
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gacaccgttg
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caggctcacg
gcccgtattc
gacattactc
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cagagacgaa
atgtagcggt
atccatgatc
ccctgeggta
gtttgtcact
atcaaccgta
gacatatcca
agcgtatgca
gctggegeta
ttttccgtca
atcaccgget
gttcgecgtta
cacagtatcc

acgggtegts

ggttcaggtt
gtaatcgaca
tcaatcgtcg
tgttccagtt
tctttgatca
ccgecgatga
tagagcaggt
atgtcatccc
aactcagcac
tgcatagcta
ttagggaacg
tcattactcg
gttgccgtat
cccgecatcgg
ttttgaatca
gtcagcaccg
tcacggtcgg
ggtacttttt
atcacgcctt
tcggtataat
gtactgttgg
tgcgegttge
ttgcgatcgg
aagatatcgc
ccggtgecga
ccgaccgega
accttaataa
actggcgcat
cctgcactat
actggcgtaa
ttccaactcc
atcacgatgce
gtatcttccg
gcttggctgt
atcttgcctt
gacacgtcat
ttctcgttge

tcgttaccgg
tgatgggtet
atatcactat
gtattgacgg
ttgacctcgt
atgacgttat
acaccgtaag
accgtcgcac

tgctgaccag
ccgcaaccgt
gcgagecatg
cgccaaccag
catcattgcc
gcgtatcget
cattcccecge
catcgeccgcec
tatgcgactc
gctgettacc
acacgacatc
ccgeaccgac
cgtggttgec
ctggcacctc
gatacgaacc
ttcccgtegg
tcagtgeggc
ccaccgtege
caatattgtt
taaccttcaa
tcgegttata
tgccgttact
ccgecccagtc
tgtaactacc
ccacggtagg
cgatttttcc
cttccgecaga
cggcaactgg
cgacaggtct
agcgtagatc
cactatcgtt
ttgtggtatc
cacccgacac
tatcatgggc
ccgctaacgt
gcagecgtaac
tggtgeccact
caaaattcgt
tcgeegtggt
tactcaccag
tggtctggta
tgccgacctt
cgctggtecac
catggtgecga
tgacatcact

actctccage
tccgecttta
actatccgtg
atcgcttaaa
gatatcacca
ccctgegecg
accaccgtag
gttgaggatg
gatatagtta
gatgtagttt
gccgaacaga
actcaatcca
tatttctgtc
aagcgtaatc
atcggcgecg
gatccccgtc
tgaaacatcg
gctattggtt
gctaacctga
cccatccaga
ggtgtagccc
getccggttg
gctctgecga
gtcgeccgetg
cgccgaatcc
gttctgcacg
ggctggegtc
cgtaatacca
gtaagcaatg
ggtgttaccc
aaaatagagc
actcgatacg
cgtattgtta
ttgattacct
gcttagatcg
cgacttacca
gactagggta
aatatcaatt
agcgttcccc
cacagaaccc
agtctcggtg
tccagtaaca
attatcgata
gttagcggtc
gttcgcagcc

gacggtaatg
tccgecgtaa
atgcgaatat
tcaatccggt
gcectgecact
ccaatcagga
agggtatcat
tcatttcccc
tgcatgtcct
tgtaaggcag
acatcatcgt
tactgctcag
gatgttgcct
ttcccggeca
acggtatact
aacctaatcc
agcgtatagg
ccggggstat
ttcgtaaacg
gtgttgaccg
gtttccttga
ccgttgaatg
taaaaatagc
gtattgccct
ccttcggtca
tcaaaaccac
gtggtaccgce
atatgcaacg
tcacccageg
gccgtaaagg
gtaccaacgc
cccagatcge
tgtgcaactg
gccgeatcgg
acattcgtct
ttcacatcag
tttttcgact
tctggagcga
gctgecatcge
ggaacattca
ccaacggtga
gggatcgtct
gagatcgacg
gtgacgttgce
agcaccgatc

caccgttata
agttccccge
agcggctgat
caccctcttt
taaaggtatc
tgtcgtctcc
ttccaccctg
ctttggctga
tcgtggtegs
cgatgcecget
tatacgtgcc
cgccttecgt
gcgccacgac
gcgtctgage
tcacattgtt
ccgacagegt
tctgttttcc
acgtcgaacc
agcctgattt
acgtgttcgc
tgacgaaaat
aatccaaatc
cgctgttaga
gactgtaata
gccagacgeg
cgttagecgcect
tactggtgtt
cggctttatc
atgcaccaga
tttggecctge
tggctegces
tccaaccaat
gcggegtaat
tcgeegttge
gccacttgec
taaagaccag
cactctggcect
tggtatccac
gcgtggtcac
cgctccaggt
ccgtcaccge
gtttggattc
ccactggegce
ctgcggtatc
ccggeacatt



& Vector NTI - [DNA/RNA Molecule from document 2180]
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1 ATGAGTTICA TAGCCATTGA AAGTAATGCA GCACGAAAAR TCGITTICIGA AAGAATGCTIT CAGTCAGCAG ATTATGATAA AGGTCAGATA CTITIGCTIGAIT P
TACTCAAAGT ATCGGTAACT TTICATTACGT CGIGCTITTITIT AGCARAGACT TTCTTACGAA GTCAGICGIC TAATACTATT TCCAGICTAT GAACGACTAA F
101 TATTGAAAGA CAGARARATRE CTITGATTITCR GCCTICGAAGT TARAGCTGTIC TCTATCAATA CTGGTATATA TATATTAAGC AAAALACCCAR ATRARLRLGRHR
ATAACTTICT GICTITTITITAT GAACTAAAGT CGGAGCTTICA ATTTCGACAG AGATAGTITAT GACCATATAT ATATAATTICG TTITTTIGGGIT TATTITTICIT
201 TATGTTAATA TTICGACARACAR CGACCTITTIGAR TGGITTITARRL ARRAACAGTA ATGARATTAT CACGATAATT CAGAAATCTIT GCAGGCIGGC GATARRATTIG
ATACAATTAT AAGCTGIGIT GCTGGAAACT ACCARAAATTT TTITTITGICAT TACTTTAATRZ GIGCTATTAR GICTTTAGAR CGTCCGACCG CTATTTITARC
301 TGGGATAAGA TTGGGCATAG TCCATGTGAG AAAATAATTA GIGGITCTITIC TTTAATTGCT TTATTACCIC TTTCATTTAC TACTGGAAAR TCCTATAAAG =
ACCCTATTICT AACCCGTATC AGGTACACTC TTTTATTAAT CACCAAGAAG AAATTAACGA AATAATGGAG AAAGTAAATG ATGACCTITIT AGGATATTIC
401 TCATACTTIGA TAAATCTICCT GATAAGGAGC GACRAAGAAAD AAGGAACGAR AGTAGTTTTIT TAATATTTICA TGACGGGTAT GACACTACCG ATGCGGIGCC
AGTATGAACT ATTTAGAGGA CTATTCCICG CIGTITICTTIIT TICCTITIGCTIT TCATCAAAAR ATTATAAAGT ACTGCCCATA CIGIGATGGC TACGCCACGG
501 ARRATTAGCT AATTTICCGCR AAGCTRARAGR AGGGATACAT GATATTGATA CGCTTTICICT GTITTAARATA CCCGACATAG AAGAGGAGAR TGICACTACR
TTTTAATCGA TTARAGGCGT TTICGATTIICT TCCCTATGTAZ CTATRACTAT GCGARAGAGA CARRATTTTAT GGGCTIGTATC TICICCICIT ACAGIGATIGT L
601 TATCTGAACAR TAAATGARAC TGATAATACC AATACTCAAT CARACCCACH TATGGGGTTA GATTATTIGGG ARAARLATCT TACTGAAAGT CAARRRDRGAT
ATAGACTTGT ATTTACTTITIG ACTATTATGG TTATGAGITA GITTIGGGIGT ATACCCCAAT CTAATAACCC TTITTTTTAGA ATGACTTITICA GITTITTICIA
701 TTGTITTATAG CGAAAGCTAT GGGCCGGATZ TTICITARAGG GGCAGCAGGA ACAGGARARR CTTTAAGTTT AATATTGAGA TGIGTAGITC AGCTITCAZLL
AACAAATATC GCTTTCGATA CCCGGCCTAT AAGAATTICC CCGICGICCT TGICCTITITITIT GAAATTCAAA TTATAACTCT ACACATCAAG TCGAAGTITIT
201 TTCRARRARLDL ACAGACRATC TGCTACGAGC TATTTTTATZ ACCCACAGCAR TAGCRACT GRACTRATATR GRARACCTTA TAGCATCTARAR TGGIGGCICT
AAGTTTTITITIT TGICTIGITAG ACGATGCTICG ATARRARATAT TGGGIGICGT ATCGITIGR CTGATTATAT CTITTITIGGARAT ATCGTAGATT ACCACCGAGAR
901 GAATTTATTG ACTCAGAACAR TCAGCAGTICT GTITGAAGTGA CAACTTTACAR GGAATGGTGT ATCAAAAATT TAGGTAACAG AATAGAAGCR ACAGAGTATC
CTITAAATAAC TGAGICTITGT AGICGICAGA CAACTTICACT GTITGAAATGT CCTTACCACA TAGTTTITITAA ATCCATTIGTIC TTATCTITICGT TGICICATAG
1001 TTGATAGCGAR TGCITTITGAZ TCTARAAGCAGT TACAGCTCTIT ATATATAAAC GAAGCTCTITG AAGATTTITIT GATARATGAT TACGCAGGAT CIGICRACIT
AACTATCGCT ACGAARAACTT AGATTCGICA ATGTICGAGAR TATATATTITG CTITCGAGAAC TTICTAAARZAR CTATTTACTA ATGCGTICCTA GACAGTITIGAR

Meol
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BLAST

BLAST® » blastn suite » RID-FZ86Z7MRO1R Home Recent Results
BLAST Results

Saved Strategies Help

Editand Resubmit Save Search Strategies » Formatting options  »Download YoulllllJ How to read this page  Blast report description

Nucleotide Sequence (599 letters)
RID FZ86Z7MROIR (Expires on 04-03 18:37 pm)
Query ID Icl|Query_41439 Database Name nr
Description None Description Nucleotide collection (nt)
Molecule type nucleic acid Program BLASTN 2.3.1+ b Citation

Query Length 599

Other reports: » Search Summary [Taxonomy reports] [Distance tree of results]

© Graphic Summary

Distribution of 3 Blast Hits on the Query Sequence &
[Mouse-over to show defline and scores, click to show alignments ]

Color key for alignment scores
<40 4050 50-80
Query
1 100 200 300 400 500
& Descriptions

Select: All None Selected:0
it Alignments o
Description Max) jjlatalitilery)| £ Ident Accession

score score cover value

Pectobacterium atrosepticum strain 21A. complete genome 1107 1107 100% 0.0 100% CP0091251
Pectobacterium atrosepticum strain JG10-08. complete genome 1107 1107 100% 0.0 100% CPO07744.1

Erwinia carotovora subsp. atroseptica SCRI1043, complete genome 1107 1107 100% 0.0 100% BX950851.1
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Random hexamer primer
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[TocTOaHHAa cuia Toka

Bbicokaga Hanpsa)XeHHOCTb

Hun3kas HanpaXXeHHOCTb

[loaBU>XKHOCTb MOHOB

3apsig UOHOB

U30aneKkTpnyeckasa TouKka



[ MMUMH — manonoaBuMXXHbIN MOH. Bbicokoe
COnpoTuMBeHne. Beicokast HaNpPsiXKEHHOCTb

Xnop — NoaABMXHbIN MOH. HM3Koe conpoTuerieHme.
Hwn3kas HanpsXXeHHOCTb

gl
B)OL BLND KegONBHUTO

CyMmMapHOe HanpsKeHue pacnpegenutca mexay ydactkamm A n b Tak, uto
Hanps»KeHHOCTb nons A ByadeT Bbilwe, NPUYEM HACTONMbKO, YTOBbI CKOPOCTb
MUrpaLUnn MOHOB MMULMHA CTana TOMHO TaKoM Xe Kak Y MOHOB Xropa. 9Toro
TpebyeT ycnoBme HEM3MEHHOCTU BESTMYMHBI TOKA BOOMb BCErO rens
(MOCTOAHCTBO TOKa BO BCEM rene).






s/
Protein
extract

ﬁ? wreanee
[soelectric point (pI)

-4

IEF

Equilibration

Molecular weight (kD a)

|

[1BymepHbIN arnekTpodpopes benkos

# ‘e @ &
& . a
1 Gy
» . ® &
¢ % o

. ¢ LR ®

& L

SDS-PAGE

EER



spseuoydouiveje sqs

¢~01 X BEM seFRapp

sisesoydoirdee sas
.% ' N
B d e

' .o g ! ¢

. b
gy
' ..*:ﬁ #L v
% .3 g o ....”
U TER Y
...... ‘.ﬁ.- .... PR

£—0L X 1yBiam segnoajopy






BeKTOpH bl€é KOHCTPYKUUU

Xho 1(158)
Not I(166)
Eag I(166)
Hind 1ll(173)
Sal 1(179)
Hinc 11(181)
Sac 1(190)
EcoR 1(192)
BamH I(198)
Nhe 1(231)
Nde 1(238)
Xba 1(276)
Bgl 11(334)
Msc 1(359)

Sty 1(57)

NgoA 1V(3525) Bpu1102 1(80)

Drd 1(3429)
Dra Il1(3424)

Eco47 lll(e42)

Sca 1(2761)

pET-23a(+)

(3666bp) Pvu 11(979)

Pvu 1(2651)

Tth111 1(1133)

Pst 1(2526) Bst1107 1(1159)

Bagl I(2401) Sap 1(1272)

Afl 111(1388)

Ahd |(2281) BspLU11 1(1388)
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Xmnl 2009
Scal 1890
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\Nael 2707
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pGEM®-T Easy
Vector

(3015bp)

lacZ —

ori

T4

Apal
Aatll
Sphl
BstZ|
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BstZ|
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BekTopbl Ana akcnpeccuu

Sty I(57)

NgoA IV(3525) Bpu1102 I(80)

Drd 1(3429)
Dra 111(3424)

Sca 1(2761)

: -+
PEL )

Pvu 1(2651)
Pst 1(2526)

Bgl 1(2401)

Ahd 1(2281)

AlWN 1(1804)
T7 promoter primer #69348-3

Xho 1(158)
Not I(166)
Eag I(166)
Hind lll(173)
Sal I(179)
Hinc ll(181)
Sac I(190)
EcoR 1(192)
BamH (198)

Nhe 1(231)
Nde 1(238)

Eco47 lll(642)

Pvu 11(979)

Tth111 1(1133)
Bst1107 1(1159)

Afl 111(1388)
BspLU11 1(1388)

Byl Il T7 promoter rbs
AGATCTCGATCCCGCGAAATTAATACGACTCACTATAGGGAGACCACAACGGTTTCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGA
oET-230 Hinc Il Eag|
¥ ? BamH| EcoR| Sacl _Sall HindIll _Notl _ Xhol His-Tag
TATACATATGGCTAGCATGACTGGTGGACAGCAAATGGGTCGCGGATCCGAATTCGAGCTCCGTCGACAAGCTTGCGGCCGCACTCGAGCACCACCACCACCACCACTGA
MetAlaSerMetThrGlyGlyGInGInMetGlyArgGlySerGluPheGlulLeuArgArgGinAlaCysGlyArgThrArgAlaProProProProProleu
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ddATP

ACTCAGATGCT
ACTCAGA
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dATP + dCTP + dGTP + dTTP
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