BV-BRC Test Report

D1. Overview Data Tab - Bacteria

Item to test

Overview Data Tab

URL

https://www.bv-brc.org/view/Bacteria/2

Prerequisites

None

References https://www.bv-brc.org/docs/quick_references/organisms_taxon/overview.html
Tester(s) Rebecca Wattam, Ron Kenyon
Test date 06-Jan-2022 (original-passed), 8-May-2022 (follow-up-passed)
Test result Passed (1 minor issue reported)
Overview

o Test the bacterial data Overview Tabs.
¢ Verify that links from each group go to correct location.
e Check other links to verify correct operation.

Test Results

e Testresults were verified by examination of returned data via inspection.
e Alllinks went to correct locations on the website; one minor issue reported in GitHub.

@)
@)

Issue: From top menu, the link from Borreliella did not go to correct page.
Fix: The link was fixed.
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"T'l Bacteria View
J Bacteria (570580 Genomes )

Overview  Phylogeny | T:

Bacteria Data Summary | IIIEEEEEEE 5-cteria Genera

Families 594

Genera 3658
Species 58813
Genomes / Segments 570555
Protein Coding Genes (CDS) 3170771679
Mature Peptides 1961

3D Protein Structures (PDB) 58342
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Bacteria By Metadata

Genus

Others (254253)

richia (46307)

Salmonella (32015)
Mycobacterium (33401)

Isolation Country

treptococcus (38348)

Others (199271)

Canada (20106)

United Kingdom (:

USA (109234)
China (52782)

Host

n Mammal (43538)
Plant (10502)
Avian (9781)
rs (6088)

Human (175554)




Acinetobacter:

Taxon View
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Taxonomy Summary | EEEEEEE G-nomes By Antimicrobial Resistance |

Taxon ID

Taxon Name

Taxon Rank

Species

Genomes / Segments

Protein Coding Genes (CDS)

3D Protein Structures

469
Acinetobacter
genus

693

13381
78355531

(PDB) 515

Reference/Representative Genomes | NEGTczNGEIGNEG

Type =
Reference
Representative
Representative
Representative
Representative
Representative

Representative

Representative

Bacillus:

Taxon View

Genome Name

Acinetobacter calcoaceticus PHEA-2
Acinetobacter baumannii SDF
Acinetobacter nectaris CIP 110549
Acinetobacter sp. HR7

Acinetobacter baumannii ATCC 17978
Acinetobacter baumannii strain AB30

Acinetobacter baylyi DSM 14961 = CIP
107474

Acinetobacter beijerinckii CIP 110307

o
LTJ Bacteria » Firmicutes » Bacilli » Bacillales » Bacillaceae » Bacillus ( 7358 Genomes )

Overview Phylogeny | T: y

Taxonomy Summary | NN G- omes By Metadata

Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments

Protein Coding Gene:

3D Protein Structures (PDB)

Reference/Representative Genomes || NEGcNGNG
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Type
Reference

Reference

Reference
Reference
Reference
Representative
Representative

Representative

Bartonella:

AMR Ph

1386
Bacillus
genus
876
7358
65877212
3280

s (CDS)

Genome Name
Bacillus subtilis subsp. subtilis str. 168

Bacillus thuringiensis serovar konkukian str.
97-27

Bacillus anthracis str. Sterne
Bacillus cereus ATCC 14579
Bacillus anthracis str. Ames
Bacillus aidingensis DSM 18341
Bacillus badius MTCC 30822

Bacillus cereus Al Hakam

yP

Host

Human (308)
iman Mammal (212)
Avian (33)
Others (47)

Plant (1001)

Collection Year

Others (2938)

2017 (420)

2016 (485)
2018 (562)

2014 (1487)

Isolation Country

India (225) Others (2039)

South Korea (254)

China (1065)

USA (2338)
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Genomes By Metadata N
Host Isolation Country
Others (4131)
n Mammal (335)
Avian (49)  India (396) ’
Plant (18) Thailand (545)
Human (890: Others (10)
China (1935)
USA (3331) N
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".r'l Taxon View

L. ¥ 1 Bacteria » Spirochaetes » Spirochaetia » Spirochaetales » Borreliaceae » Borreliella (5701 Genomes )
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Taxonomy Summary | NN G:nomes By Metadata

Proteins | Protein Str

Taxon ID 64895
Taxon Name Borreliella
Taxon Rank genus Host
Species 22
Genomes / Segments 5701 Human (445)
Protein Coding Genes (CDS) 936402 )
Avian (78)
Mature Peptides 28 ammal (35)
3D Protein Structures (PDB) 133

Reference/Representative Genomes _
Ll

Type =
Reference
Representative
Representative
Representative
Representative
Representative
Representative

Representative

[ P

Borreliella:

Isolation Country

France (118)
Canada (162)

Germany (170

USA (1053)

Tick (595)
e ae) Collection Year
Borrelia burgdorferi B31 2016 (66) oters (40)
Borrelia garinii NMJW1 1995 (71)
Borrelia valaisiana Tom4006 2014 (92)
Borrelia garinii PBi
Borrelia garinii BgVir
Borrelia valaisiana VS116
Borrelia spielmanii A14S 1994619
Borrelia afzelii HLJO1

P mmalin binaadiil AAI4AAT

Did not go to correct location — GitHub ticket issued

Brucella:
T'T'l Taxon View

-1 Bacteria » Proteobacteria » Alphaproteobacteria » Hyphomicrobiales » Brucellaceae » Brucella ( 1192 Genomes )
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Taxonomy Summary | G-nomes By Metadata [

Taxon ID 234
Taxon Name Brucella
Taxon Rank genus
Species 87
Genomes / Segments 1188
Protein Coding Genes (CDS) 6903390
3D Protein Structures (PDB) 215

Reference/Representative Genomes _

Host

Nonhuman Mammal

Collection Year

Human (284)

lammal (12)
Plant (6)

Type 4 Genome Name

Representative Ochrobactrum pseudogrignonense strain K8
Representative Ochrobactrum rhizosphaerae SJY1
Representative Brucella melitensis bv. 1 str. 16M
Representative Brucella ovis ATCC 25840

Representative Brucella suis 1330

Representative Brucella ceti M644/93/1

Representative Ochrobactrum intermedium LMG 3301
Representative Brucella microti CCM 4915

Burkholderia:

Others (638)

2014 (60)

2011 (102)

2015 (86)
2012 (73)

Isolation Country
Others (504)

Russia (68)

China (102) USA (210)

Italy (144)
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Taxonomy Summary | G-nomes By Antimicrobial Resistance [

Taxon ID 32008 ul 5
Taxon Name Burkholderia
Scale JeLILIEW Percent  Order by Count E
Taxon Rank genus - m
10 o |
Species 316 9 §
Genomes / Segments 5077 8 g F
Protein Coding Genes (CDS) 65451950 7 £ \
3D Protein Structures (PDB) 685 6 5
5 3
Reference/Representative Genomes [ EGGcNNIE 4 - ° £ E
3 5 g - X I c g
2 S 8 5| & =
Type ~  Genome Name 1 E ‘§ 2 = E
Reference Burkholderia mallei ATCC 23344 n M) . )
Reference Burkholderia pseudomallei K96243
Representative Burkholderia cepacia ATCC 25416 Genomes By Metadata |
Representative Burkholderia sp. TJI49 Lt B
Representative Burkholderia cepacia JBK9 Host Isolation Country
Representative Burkholderia glumae BGR1
!
Representative Burkholderia pyrrocinia CH-67 man Mammal (62) ~ Canada (406) Others (1072)
Representative Burkholderia sp. MR1 Plant (52)
amenane Pt nie o i Agae (1) Thailand (508)
Others (2)
Human (185:
I
USA (851)
Australia (794)
Campylobacter:
r'1.ﬂ Taxon View
I Bacteria » Pr b ia » Epsilonp b ia » Campylob les » Campylob » Campylobacter ( 8526 Genomes )
—
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Taxonomy Summary | NSNS G-:nomes By Antimicrobial Resistance |

Taxon ID

Taxon Name

Taxon Rank

Species

Genomes / Segments

Protein Coding Genes (CDS)
3D Protein Structures (PDB)

194
Campylobacter
genus

270

8526
21619568

341

Scale Percent  Order by ENEWWCE Count

Reference/Representative Genomes | NNNNEEEEN

Type ~ Genome Name
Reference Campylobacter jejuni subsp. jejuni NCTC
11168 = ATCC 700819

Representative Bacteroides ureolyticus DSM 20703
Repr C lob coli RM4661

pi Camp: coli strain OR12
Repr Ci lob. fetus subsp. fetus 82-40
Rep! Ci lob. gracilis RM3268
Representative Campylobacter hominis ATCC BAA-381

c b i

Repl

Chlamydia:

strain DSM 21682

Genomes By Metadata
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Host Isolation Country
Avian (901) Ireland (289) Others (1920)
iman Mammal (612) China (397)
Sea Mammal (7)
Others (9)
United Kingdot
Human (1993) USA (2052)
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» Chlamydiaceae » Chlamydia ( 600 Genomes )

Proteins | Protein Str

Taxonomy Summary [ G-nomes By Metadata

Taxon ID 810
Taxon Name Chlamydia
Taxon Rank genus
Species 22
Genomes / Segments 600
Protein Coding Genes (CDS) 1041044
3D Protein Structures (PDB) 98

Reference/Representative Genomes _

Chlamydophila pneumoniae CWL029

eae bacterium 10-1398/6

Type « Genome Name

Reference Chlamydia trachomatis 434/Bu

Reference Chlamydia trachomatis D/UW-3/CX

Reference

Repl hlamydia psittaci 84-8471/1

Representative Chlamydia sp. 10DC88

Rep 3 Chlamydi

Representative Chlamydophila abortus S26/3

pi hlamydophila felis Fe/C-56

Clostridium:

r'.I.1 Taxon View

yp

Host

I Bacteria » Firmicutes » Clostridia » Eubacteriales » Clostridiaceae » Clostridium ( 3868 Genomes )

Overview P

Taxonomy Summary [ Geromes By Metadata

Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments
Protein Coding Genes (CDS)
3D Protein Structures (PDB)

Reference/Representative Genomes _

Type
Reference
Reference
Reference
Representative
Representative
Representative
Representative

Representative

n
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Coxiella:

Yy

-

y AMR P

1485
Clostridium
genus
439

3868
22847763
71

Genome Name

Clostridium acetobutylicum ATCC 824
Clostridium botulinum A str. ATCC 3502
Clostridium botulinum A str. Hall
Clostridium akagii DSM 12554
Clostridium argentinense CDC 2741
Clostridium autoethanogenum DSM 10061

Clostridium baratii str. Sullivan

Clostridium bartlettii CAG:1329

yP

g

ialty Genes | D

Isolation Country

Nonhuman Mammal (1 Russia (23) Others (92)
Avian (20)  Australia (39)
Germany (44)
USA (87)
Human (156)
Collection Year
Others (190)
1800 (45)
2013 (21) 2017 28)
2010 (25)
Proteins | Protein Str y Genes | D and Motifs = Epitopes

Host

Nonhuman Mammal
Avian (206)
Environment (10)
Others (3)

Human (787)

Collection Year

Others (1506)
2016 (207)
2018 (179)
2015 (154) 1905 (156)

Isolation Country

Others (961)
Germany (116)
Italy (169)
China (382)
USA (753)

and Motifs = Epitopes

Pathways = Suk
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-1 Bacteria » Proteobacteria » Gammaproteobacteria » Legionellales » Coxiellaceae » Coxiella ( 123 Genomes )

——
Overview = Phylogeny | Taxonomy Genomes | AMR Phenotypes | Sequences @ Proteins  Protein Structures | Specialty Genes D ins and Motifs | Epitopes
Taxonomy Summary | G:nomes By Metadata [

Taxon ID 776
Taxon Name Coxiella
Taxon Rank genus Host Isolation Country
Species 12 Australia (4) oters @5
\ers
Genomes / Segments 122 Tick (18) United Kingdom (10)
Protein Coding Genes (CDS) 362230
3D Protein Structures (PDB) 63 Nonhuman
. Netherlands (
Reference/Representative Genomes _
Human (26) USA (34)
Type + Genome Name
Reference Coxiella burnetii RSA 493 Collection Year
Representative Coxiella endosymbiont of Amblyomma Others (49)
americanum C904
2010 (7) 2009 (13)
2016 (9) 2021 (12)
Ehrlichia:
l'TW Taxon View
-1 Bacteria » Proteobacteria » Alphaproteobacteria » Rickettsiales » Anaplasmataceae » Ehrlichia ( 46 Genomes )
—
Overview = Phylogeny @ Taxonomy G AMR Phenotyp Seq Proteins | Protein Structures @ Specialty Genes | Domains and Motifs | Epitop:
Taxonomy Summary | NS G:nomes By Metadata [
Taxon ID 943
Taxon Name Ehrlichia
Taxon Rank genus Host Isolation Country
Species 7 Brazil (2)
Genomes / Segments 46 Australia (3) Others (12)
. . Human (10) Tick (10)
Protein Coding Genes (CDS) 99783
3D Protein Structures (PDB) 17
. USA (12]
Reference/Representative Genomes _ o2
South Africa (14)

Nonhuman Mammal (19)

Type 4 Genome Name
Representative Ehrlichia chaffeensis str. Arkansas Collection Year
Representative Ehrlichia muris AS145
Others (26)
Representative Ehrlichia ruminantium str. Gardel
Representative Ehrlichia canis str. Jake
Representative Ehrlichia mineirensis UFMG-EV
1996 (4)

Representative Ehrlichia ruminantium str. Welgevonden
Representative Ehrlichia ruminantium str. Welgevonden 1990 (3)

. 2007 (3) 1097 3)

(Prj:9614)

Representative Ehrlichia sp. HF

Escherichia:
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Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments

Protein Coding Genes (CDS)

Mature Peptides

3D Protein Structures (PDB)

Type -
Reference

Reference

Reference

Reference

Reference

Reference
Representative

Representative
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Escherichia coli 0157:H7 str. Sakai
Escherichia coli str. K-12 substr. MG1655 Genomes By Metadata
Escherichia coli UMN026
Escherichia coli 083:H1 str. NRG 857C .
Host Isolation Country
Escherichia coli 0104:H4 str. 2011C-3493
Others (18598]
Escherichia coli IAI39 human Mammal (7550) (185%8)
Shigella sp. D9 Avian (3615)
- " Plant (52)
Escherichia fergusonii ATCC 35469 others (48) Norway (3550)
United Kingdom (41! USA (8622)
Human (19583) China (5789)

Francisella:

Taxon View

-
LT_J Bacteria » Proteobacteria » Gammaproteobacteria » Thiotrichales » Francisellaceae » Francisella ( 1086 Genomes )

Overview | Phylogeny Taxonomy Genomes @ AMR Phenotypes @Sequences

Proteins

Protein Structures | Specialty Genes | Domains and Motifs | Epitop:

Taxonomy Summary | G-nomes By Metadata |

Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments
Protein Coding Genes (CDS)
3D Protein Structures (PDB)

Reference/Representative Genomes _

Type

Reference
Representative

Representative
Representative
Representative
Representative

Representative

Helicobacter:

-

262
Francisella
genus

29

1086
4173194
160

Genome Name

Francisella tularensis subsp. tularensis SCHU

S4

Francisella philomiragia subsp. philomiragia
ATCC 25017

Francisella sp. FSC1006

Francisella sp. W12-1067
Francisella sp. TX077308
Francisella novicida U112

Francisella noatunensis subsp. orientalis

Host

Human (290)

Nonhuman Mammal (362)

Collection Year

Others (633)

2016 (59)

Isolation Country

Germany (75) Others (322)
Tick (32) )
Fish (31) Switzerland (81)
Others (1)
USA (181)
France (315)
2012 (77)
2014 (70)
2008 (61)



"T'l Taxon View
LEy Helicoh

Bacteria » Pi ia » Epsilor ia » Campy »

(3037 G )

H

AMR Ph

Overview Phylogeny Proteins | Protein Str

yP q

Ity Genes D and Motifs = Epi

itopes = Pathways = Suk

Taxonomy Summary | G-nomes By Antimicrobial Resistance |

Taxon ID 209
Taxon Name HeNcabscter Scale Counts Percent  Order by m Count
Taxon Rank genus
Species 89 50
Genomes / Segments 3037 45
Protein Coding Genes (CDS) 7650775 gg
3D Protein Structures (PDB) 562 30
. 25 )
Reference/Representative Genomes [ I IIIIINNIIE . 9 0
=
15 o %
10 Y3 o
Type “ Genome Name 5 2 2 5
. : n =
Reference Helicobacter pylori 26695 . Resistant . S0 " Intermedi
Representative Helicobacter cetorum MIT 00-7128
Representative Helicobacter bilis ATCC 43879 Genomes By Metadata
Rep! ive Heli car is MIT 98-5491
Representative Helicobacter canadensis MIT 98-5491 s
Host Isolation Count
(Prj:30719) o solation Country
Rep! Helicob canis NCTC 12740 Others (1524)
pl tative Helicob fennelliae MRY12-0050 Mammal (168)
Representative Helicobacter hepaticus ATCC 51449 Avian (33)
Mammal (3)
Human (249 USA (275)
Mexico (210) China (272)
Colombia (233)
Listeria:
T'l Taxon View
L ¥ 1 Bacteria » Firmicutes » Bacilli » Bacillales » Listeriaceae » Listeria ( 5974 Genomes )
—
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Taxonomy Summary | G-nomes By Antimicrobial Resistance [

Taxon ID 1637
Taxon Name Listeria
Taxon Rank genus Scale4 Percent  Order by m Count
Species 44
Genomes / Segments 5974
Protein Coding Genes (CDS) 33195984 3
3D Protein Structures (PDB) 418
2

Reference/Representative Genomes _

@mphenical
| cey

meropenem

onacnl in

Igemamicin
.Ilevoﬂoxacin
Irifampin

Itetracycline

Ivanoomyci n

Type « Genome Name
Reference Listeria monocytogenes EGD-e o Resistant @ Susceptible Intermediate
Representative Listeria grayi DSM 20601
Representative Listeria ivanovii subsp. ivanovii PAM 55 Genomes By Metadata
Representative Listeria weihenstephanensis FSL R9-0317
Representative Listeriaceae bacterium FSL A5-0281 Host Isolation Cou ntry
Representative Listeria innocua Clip11262
China (299)

Representative Listeria welshimeri serovar 6b str. SLCC5334 n Mammal (187) Canada (352) Others (1388)
Representative Listeria seeligeri serovar 1/2b str. SLCC3954 Avian (31)
P emm it imtnin e e s 40 nment (1) ey (594)

Others (5)

Human (673)
USA (2283)

Mycobacterium:
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Taxon ID 1763
Taxon Name Mycobacterium
Scale EeLULIEN Percent  Order by Count
Taxon Rank genus - m
30,000
Species 312
Genomes / Segments 33401 o T
Protein Coding Genes (CDS) 184532658 3 EI
3D Protein Structures (PDB) 3062 £ 2
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Reference Mycobacterium tuberculosis H37Rv @ Resistant @ Susceptible Intermediate
Reference Mycobacterium leprae TN
Reference Mycobacterium bovis AF2122/97 Genomes By Metadata
o] My ium xenopi RIVM700367
Mycob ium simiae strain MO323 -
nep y m sim ! Host Isolation Country
Rep! ium is JS623
Others (10178)
Repl ium sp. EPa45 an Mammal (526)
Rep! jum sp. VKM Ac-1817D Fish (15)
Avian (5)
n - e - AFAT annE
Human (196! Others (4) South Africa (2038)
Peru (2501) Kingdom (4317)
Canada (7726
Pseudomonas:
r1." Taxon View
-1 Bacteria » Pi ia » otec ia » P: 1adales » Pseudomonadaceae » Pseudomonas ( 16249 Genomes )
—
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Taxonomy Summary | Genomes By Antimicrobial Resistance |

Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments
Protein Coding Genes (CDS)
3D Protein Structures (PDB)

Reference/Representative Genomes | NEGEGcNIE

Type
Reference

Reference

Reference
Reference
Representative
Representative
Representative

Representative

Rickettsia:

-

yp

286
Pseudomonas
genus

1877

16248
151482005
3749

Genome Name
Pseudomonas putida KT2440

Pseudomonas syringae pv. tomato str.
DC3000

Pseudomonas aeruginosa PAO1
Pseudomonas syringae pv. syringae B728a
Pseudomonas avellanae BPIC 631
Pseudomonas plecoglossicida NB2011
Pseudomonas sp. M47T1

Pseudomonas viridiflava UASWS0038

Scale Percent  Order by m Count
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Others (61)
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Canada (757) USA (2698)
China (1143)
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Proteins
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Taxonomy Summary | G-nomes By Metadata [

Taxon ID 780
Taxon Name Rickettsia
Taxon Rank genus Host Isolation Country
Species 52
Others (47)
Genomes / Segments 197 Argentina (7)
Protein Coding Genes (CDS) 383441 Human (12) Brazl (8
3D Protein Structures (PDB) 47
Mammal (1)
Reference/Representative Genomes _
Tick (54) USA (32)
Japan (36)
Type « Genome Name
Reference Rickettsia prowazekii str. Madrid E Collection Year
Representative Rickettsia slovaca 13-B
Others (71)
Representative Rickettsia conorii str. Malish 7
Representative Rickettsia honei RB
Representative Rickettsia sibirica 246
2008 (11)
Representative Rickettsia rhipicephali str. 3-7-female6-CWPP
Representative Candidatus Rickettsia asemboensis NMRCii 2005 (9)
2006(5) 2012 (7)
Representative Rickettsia peacockii str. Rustic
Salmonella:
I'T'l Taxon View
LeaB ia» P ia» G ia» E » Enterobacteriaceae » Salmonella ( 32015 Genomes )
—
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Taxon ID 590

Taxonomy Summary | Genomes By Antimicrobial Resistance [
Scale Percent  Order by m Count 4

Taxon Name Salmonella
Taxon Rank genus
Species 305
Genomes / Segments 32015
Protein Coding Genes (CDS) 231741011

Mature Peptides 4
3D Protein Structures (PDB) 903

Reference/Representative Genomes || EGTczcNGEIIE

Type « Genome Name

Reference Salmonella enterica subsp. enterica serovar
Typhimurium str. LT2

Reference Salmonella enterica subsp. enterica serovar
Typhi str. CT18

Representative Salmonella enterica subsp. enterica serovar
Typhimurium str. 14028S

Rep | lla enterica subsp. enterica serovar
Paratyphi A str. ATCC 9150

Rep | lla enterica subsp. enterica serovar

Typhi str. Ty2
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Plant (7)
Others (6)
Human (7717)
USA (13133)
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Taxon Name Shigella
Scale EelIIEW Percent  Order by Count
Taxon Rank genus - m
Species 112 900
Genomes / Segments 5460 800 3 2
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Reference Shigella dysenteriae Sd197 . R ® s " Inter
Reference Shigella flexneri 2a str. 301
Representative Shigella boydii Sb227 Genomes By Metadata
Representative Shigella flexneri 1235-66
Representative Shigella sonnei Ss046 Host Isolation Country
Representative Shigella sonnei strain H140920393
Others (1621)
Mammal (40)
Avian (3)
Human (25 Other (1) Israel (222)
USA (265)
Kingdom (750)
Australia (566)
Staphylococcus:
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Taxon ID
Taxon Name
Taxon Rank
Species

Genomes / Segments
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3D Protein Structures (PDB)
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Reference

Reference

Representative
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25266
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Genome Name

Staphylococcus aureus subsp. aureus NCTC
8325

Staphylococcus epidermidis ATCC 12228

Staphylococcus aureus subsp. aureus DSM
20231

Staphylococcus aureus subsp. aureus N315
Staphylococcus capitis SK14

Staphylococcus capitis subsp. capitis strain
AYP1020
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Taxon ID 1301
Taxon Name Streptococcus
Scale geLILIEN Percent  Order by Count
Taxon Rank genus - m
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Species 423 g
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Reference Streptococcus mitis B6 ' . istant @ ot Inter
Reference Streptococcus mutans UA159
Reference Streptococcus pyogenes M1 GAS Genomes By Metadata
Reference Streptococcus sanguinis SK36
Reference Streptococcus suis BM407 Host Isolation Country
Reference Streptococcus pneumoniae R6
Others (10284)
Reference Streptococcus agalactiae 2603V/R n Mammal (3431)
P p iniae IUSA1 Fish (167)
lammal (11)
n - o i mtimbonlin ATAA TONC A4
Others (13) nds (1676)
Human (16299 United Kingdom (17 USA (4051)
Thailand (3314)
Vibrio:
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Taxon ID 662
Taxon Name Vibrio
Taxon Rank genus
Species 392
Genomes / Segments 6411
Protein Coding Genes (CDS) 50270563
3D Protein Structures (PDB) 998

Reference/Representative Genomes || NEGcNGEGEGG

Type “« Genome Name
Reference Vibrio cholerae O1 biovar El Tor str. N16961 '
Reference Vibrio parahaemolyticus RIMD 2210633
Representative Vibrio crassostreae strain Evh12
Representative Vibrio scophthalmi LMG 19158
Representative Vibrio tubiashii ATCC 19109
Representative Vibrio alginolyticus NBRC 15630 = ATCC
17749
Representative Vibrio breoganii 1C10
Representative Vibrio campbellii DS40M4
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Host

Isolation Country

Others (2297)

Crustaceans (126)
Fish (79)
Avian (66)
Others (60)

Thailand (173)
Bangladesh (339)

Human (1610)

China (1208) USA (1385)
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Reference Yersinia enterocolitica subsp. enterocolitica o B Pac 4 f
8081 '
Reference Yersinia pestis CO92 Genomes By Metadata
Representative Yersinia ruckeri strain Big Creek 74
Representative Yersinia aldovae ATCC 35236
Host Isolation Count
Representative Yersinia bercovieri ATCC 43970 Y
Representative Yersinia enterocolitica LC20 Others (608)
Representative Yersinia frederiksenii ATCC 33641 Human (244) Fish (59)
Representative Yersinia intermedia ATCC 29909 Avian (40)
Others (4)
USA (71) China (210)

Nonhuman Mammal (248) ~ Germany (71) Russia (89)



