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b Escherfchia coll QISTHT sir. Sakal QISTHT t

fhare 1t & the dommant facultative arserobe present, but it i only oné minor corstrtuant of the complate intestinal meroflera. £
b capable of causing various diseases in its host, especially whan they acguire vinulence traits. Strains of £ eod can cause urina
ract infections, neormtal meningits, and many different intestinal diseases, wually by attaching to the host cell and introducing tod
jhat disrupt rormal cellular processes. Vinuknce protaing may be encoded on eedrachromosomal plasmids or within bacteriophages a
Jistinet DMA segments termed pathogericity ilands (PAl). PALs are likely to have been transferred horizentally and may sven havel
Ftegrated into the chromosome through bacteriophage or plsmid intagration or trarsposition.

Fechorfchis colfO15T:HT. This strain & assccited with Hamburger disease, which s coused by the contamination of meat producty
anterchemorthagic £ colf (EHEC) The identifier Q157HT refars to the serotype of EMEC, and reflects the specific antigenic
parkers found on the surface of the cell EHEC attaches and effaces to cell in the largs intestine

[hare are numercus differences that distinguish 0157 HT from K-12, hundreds of them asseciated with penomic slands in either strain
heluding at least O large PAls in O157THTY that encode virvkencs factors. A type Il secration system, the lecus of enterocyte
jffacement, numercas toxine and adhesing, 88 well as fimbrial gene clsters and iron uptake systems are found in these PAls
Pathogenicity genes are alss found on the plasmid pO157.

Ezschoerichis cof 0157 HT strain Bakai. This strain of 0137 HT was molated in 2 15997 outbreak in Sakai, Japan.
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aname infermation:

Hame R GenBank Publications Length (Mbp) GC content Proteins
Chromosome Ba0noony L 5.5 50.5% 5253
Plasmid po157 ARD11549 i 0.092721 47.6% g5
Plasmid pOSAKL  NC 002127 ABD11548 i 0.003306 43.4% 3
Publications:

L M"Comg’m genome sequence of entershemaorrhagic Escherichia coli O157:H7 and g
laboratary strain K-12.", DNA Res 2001 Feb 2858(1)11-22
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Escherichia coli 0157:H7 str. Sakai, complete ganome
Position: fram :hegin Jliu:end Length: frem{ﬂ :w:inf | Refre

Length histogram.

Click on a bar to salect length range

1 2905

141 RNA(s) shown
Legends:¢ DNA region in flatfile format < DMA region in FASTA format

Product Natme Start |Entl Stramd | Length | GenelD |Locus | Locus_tag

Links
165 rivosomal RMNA || 227102 | 278643 = 1542 || 913977 | wsH ECs5366 E |
lle 1RMA Ti8T2 [ 2287438 * Hr 913964 || ileV ECs5367 E
Ala 1RNA 228831 || 223906 + 76 913988 || alav ECs5363 | L e

238 ribosamal RMA || 229080 | 231932 + 25903 913380 || rlH ECs5369 | &¢

58 ribosomal RMA || 232085 [232204 + 120 14016 || A ECs5370 | L e

A IRMA 232257 232333 + 7 914020 || aspl) ECs537 L2
Azp tRMA 240481 | 240557 + T S14060 || aspy ECs5372 | LA
Thr iRMNA 195982 { aonos7 + 76 914368 || thevy ECs5373 || o<
rmisc_RMA 542513 || 542626 < 114 914612 || s ECs5378 | L 2
Arg 1RMNA m@ﬁﬂ B2 | B5T258 + 17 916955 || argl ECs5379 | LA
Gin tRMNA 776591 [ TTHEGS - 75 17064 || @ini ECs5384 | *o
Glin IRNA TIGTO3 | 776777 - Ta S17065 || glny ECs5385 | &<
et tRNA TIEE26 || 776902 = L 917066 || mell) | ECS5386 | L A

—F A DLinks & EPNTETO ) BEADOF A YT FH (FWUATHENZEN) 227V v 27 LTRATLES
W, FASTATEAR CEEFINE RSN ET,

J1: NC 002695, Reports Escherichia coli . [2115829254]

»2i|15829254:227102-228643 Escherichia coli 0157:HY str. Sakai, complete genome
ALATTGAAGAGTTTGATCA TGGCT CAGAT TGALCGLT GROGRCAGGECCT AL CACAT GLALGT CGAACGET
ARCAGGAAGRAGDTTGCTTOT TTGOTGACGAGT GECGGEACGRETGAGT AAT GTCTGGGAAACTGCOOTGAT
GEAGEGEGATAACT ACTGLALACGET AGLT AATACCGUAT AACGT COCAAGACCARAGA GRRGGACCTTE
GGRECCTCTTGCCATCGEATGT GUCCAGAT GEGATT AGCTAGT AGGT GEGET AACGECTCACCT AGGOGAG
GATOOCT AGOTGGTOT GAGAGGAT GACCAGOCACA CTGGAACT GAGACACGET CCAGACT COT ACGRGAG
GOAGCAGT GEGGA ATATTGCACAA TREGROGCALGOCT GAT GCA GUCAT GOUGOGTGT AT GAL GRAGGLCT
TCGGETTGTAAAGT ACTT TCAGCGRGGAGGALGEGAGT AARGT TAATACCT TTGCT CAT TGA GGT TAGCT
GOAGE AGHAGCACCEGET ALCT COGTRCCAGCAGOOECEET AL TACGEAGGET GCALGOGTT AAT CGGAL
TTACT GRGOGTAL AGCRCACGCAGGUGET TTGTTALGT CAGAT GTGAAATCCCOGGEGECT CAL COT GRGAA
CTGCATCTGATACT GGUAAGCT TGAGT CTCGT AGA GRGGGETAGAA TTCOAGGT GT AGCGET GRAAT GG
THGAGATCTGGRAGGRA TACCGET GROGALGROGRLCCCET GG CGA AGLOT GACGET CAGGT GUGAALGT
GTGRGGAGCAAACAGGAT TAGATACCOTGETAGTOCACGCOGT AAA CGATGTOGACT TGGAGGT TRTGLT
CTTGAGGOGT GGOT TCOGEAGCT AACHCGT TAAGT CGACCGLOTGEEEAGT ACGGOCGCAAGGT TARA AL
TCARATGAAT TGA CRGHRGECOCERACA AGCAGTRGAGCAT GTGGT TTAATTCGA TGLAA CGOGAAGAA G
TTAGCTGGTOT TGACATOCACAGAACT TTCCAGAGA T GEATTGGT GECT TOGGGAACTGTGAGACAGETG
CTGCATGGCTGTCGT CAGCTOGTGT TGTGAAATGT TGEGT TAAGT CCOGCAACGAGDGCAACCCTTATCD
TTTGT TGCCAGCGEGET COGECOGGGEARCTOARAGE GACTGUCA GT GAT ARA CTGGAGEA A GET GEGGATE
ACGTCARGTCATCATGROCCT TACGACCAGEGCTA CACACETGOT ACAA TGECGCAT ACA AL GAGAAG
ACCTOGCGAGAGOARGOGRACCTCATALAGTGOGT AT AGTCOGGA TTGGAGT CTGOAACT CEACTOCAT
GAAGT CGGAATOGCTAGTAAT CGT GGA TCAGAATGCCACGGTGAAT ACGT TCOCGRECCTTETACACACT
GOCCETCACKCCATGGEAGTGHET TRCALL AGAAGTAGGT AGCTTAACCT T CGGGAGRGLGLT TACCLCT
TTGTGATTCATGE CTGRGGRTGAAGTORTALCAAGETALCOGT A GRGEAACOTGOGET TGGAT CACCTCCT
TA

FEERNAD —E X2 H ) —ERTAHEL L 9, TOF TArg tRNAE EDN TV ARNAELE FITIW 2HDHTL L D
My EO—EETRIAALTEBLGBF R EGFISED L Z LR bn0 £,
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BAN00007 5230 TxMap Belea FTP Provisional
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5253 proteins: distribution by COGs functional categories
3937 proteins can be found in COGs data base
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Code |COGs |Descripton fq:m,) ﬁ:‘m} m} el sproteobacteria) i
1| 194 | Translation 32047 | 31751 | 33715 |429e2 43421
lolal 2 | RNA processmg and modification 00332 |00327 |00357 |0031 00144
0(32 | 352 | Transenption 58511 | 52101 |61126 | 59460 59565
OIL | 311 | Repheation, recombmanon and repair 51695 53682 | 51322 | 56096 4.9420
Ole| 0 | Chromatn strctire and dynamics 00000 | 00000 |o00000 ooz 0.027%
(D | 36 | Cell cyele control, matosis and mesosis 05984 | 0.6056 | 06661 | 07877 07632
Ol Y| o | Muclear structare 00000 | 00000 | o000 | ooo00 0.0000
o] v] 53 | Defense mechasms 08810 |os00z | 09607 | 11040 1.2533
T| 203 | Sumal transduction mechanisms 33743 | 33224 | 34776 | 43089 3.5496
{oj | 255 | Cel wallimembrane biogenesss 43052 (43208 |4.5019 | 46689 43540
lofxt| 118 | Cell motility 15282 [ 19967 |1.9%%0 |z 1616 14128
T2 0 | Crioskelsion oo000 | 00000 | o000 | 00107 00120
0w 4 | Extracelular structures 00665 | 0.0655 | 00411 | 0024l 0.0145
(1| 150 | Totracellar trafficking and secretion 24334 |26514 |25143 24173 1.7598
COCH DR ER % FiH D
COCHFEDOMERZ L RATAHAEL X I,
S ke Ehe o fq::ﬂnc} Lﬂ:m:) m} gi:mapmuobma] g::::ﬁnj
O[T | 124 | Translation 22247 (21751 [33715 | 42082 43421
Ola] 2 |EMA processing and modiication o033z |00z [o03s7 [ooan 0.0144
O|E | 252 | Transcription 5.8511 58101 | 61126 | 59460 59565
0| L | 311 | Repleation, recombmation and repar 51695 (52682 51322 | 56006 4.9420
O|B | 0 | Chromatin strecture and dymamics 00000 | o.ooo0 | 00000 |oois2 0.0279
O] 36 | Celleyele control, mitosis and meiosis 05924 06056 |0.6661 |07877 0.7632
ol Y 1] Fuelear structure 00000 00000 00000 | 00000 00000
o v | 33 |Defense mechanisms 08810 | 05002 | 09607 | 11040 12533
0| T 203 | Sunal transcuction mechanisms 3373 |33224 | 34376 43089 3.24%6
ofpa] 259 | Cell walllmembrane biogenesis 43052 (43208 45019 | 4.5680 43540
Of17 ] 116 | Cel metilizy 1923z 19967 [19590 [21616 14129
D[z 0 [ Cposkeleton 00000 00000 00000 00107 00120
oW 4 | Eudracehdar stactes 00665 (00655 [0.0411 [o0241 0.0145
0|17 150 | IntraceSular trafficking and secretion 24934 26514 25143 [24173 1.7598
nlo| 163 Iw] ”‘:‘m‘“m 27094 |27005 |27697 | 33036 29523
O C Y 300 | Energy production and conversicn 45867 49100 |53947 | 43052 47983
0| G| 280 | Cabonydrate ranspor and metabolism 64661 | 63830 [743% [512m 4.8607
0| E | 436 | Amino acid ransport and metabolism 72473 [7.1358 77359 [ 75264 7.2550
O[F | 91 | Muclectide transpest and metabelism 15126 | 14894 |17072 | 17399 17834
O|H | 160 | Coentyme transport and metabobem 26596 (26187 |=28161 |3.1682 29938
O[ 1] 123 | Lipid wranspon and enerabolion 18783 | 1844 | 19643 [25132 24319
0| P f 314 52194 [5139 52715 |4913% 4.5646
ple| @ | 1461|1403 | 15929 19177 2330
ol R | 595 98903 (97872 98645 | 99953 104301
5| 422 [Function uknown (70146 (65067 64519 [635640 61355
{8 - {1266 | Motin COGs 210439 | 213912 | 12.2128] 16,9267 20.1622
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Protein homologs in Complete Microbial / Eukaryotic genomes

To compare the similarity of the query ganome proteins to different species choose two organisms
by Tamonamy id or select them from the menu

Select your query genome

(226585 [E. coll 0157HT str. Sshai_ 6]
d Choose two species for comparison

(6235 || Gaencehabditis elegans (]
[4532 | Saccharomyces cerevisiae (baker's yeast) »|

Distribution of E, coli O157:H7 str. Sakaihomologs
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5317 query proteins produced 1200 hits.

Each circle represants a single quary genome protein, plotted by its BLAST scores to the highest
scoring protein from each of the selected organisms. Symmetrical hits are shown as diamonds
Click on the protein(s) of interest or enter a guery string 1o see the homologs in tws chosen
Grganisms.
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Distribution of E. coli O157:H7 str. Sakaihomologs
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E. coli 0157:H7 EDL933
2966 hits
9317 query proteins produced 4308 hits.
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