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l Welcome to MBGD

MBGD s a database for lysis of compl
MBOD s to facltats comparatve ganoics from varaus points of iew such as
comparison. References: Nucleic Acids Res. 47:D382-D389 (2019)

l c
‘Complete: Total 15397 genomes (4747 species, 1444 genera) including 14786 Bacteria, 336 Archaea and 275 Eukaryota.

Draft-plus: Total 17157 genomes (6506 species, 3204 genera) including 16358 Bacteria, 426 Archaea and 374 Eukaryota.
(Last update 2022/3/22).
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contig-chromosome 1 NZ_ASPC01000001 60,434
contig-chromosome 1 NZ_ASPC01000002 51,605
contig-chromosome 1 NZ_ASPC01000003 50,864
contig-chromosome 1 NZ_ASPC01000004 50,978
contig-chromosome 1 NZ_ASPC01000005 50,473
SCGCAAA255-N14 contig-chromosome 1 NZ_ASPC01000006 44,493
contig-chromosome 1 NZ_ASPC01000007 10,434
contig-chromosome 1 NZ_ASPC01000008 27,720
contig-chromosome 1 NZ_ASPC01000009 35,287

s 1 A7 ACDONTANANTA 24 127

d— 48000 bp
M BGD Microbial Genome Database for Comparative Analysis Atribacteria bacterium
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2. Selecting for analysis °
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Usergenome | check | Organism name Strain Species code 0) l:l N / I\
Atribacteria bacterium SCGC AAA255-N14 | u_atri ¢
~ | Candidatus Caldiarchaeum subterraneum u_csub §
~1 | Mycoplasma synoviae 53 u_msy s
Helicobacter pylori India7 u_hpi7 =§
Public genome Select public genome Set sample
© | MBGD code | Organism name
© | hpb Helicobacter pylori 838 | Hell r pylori (Taxonomy ID: 210)
@ | hpg Helicobacter pylori G27
@ | heq Helicobacter pylori F32 t AY b |—l—| 73
@ | hpj Helicobacter pylori J99 ZIN7 \)LE E E I i L'I; /: )
@ | hpy Helicobacter pylori 266
" . N Ay
h Helicobacter pylori HP# s
S e i) WLty b &ER e TS
@ | hpd Helicobacter pylori 51 o=
oo . . o e oo @ - p=oes .
3. Specifying Analysis Options © gmios03 210 Helicobacter pylori
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© hpj 85963 Helicobacter pylori J99
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© heq 102608 Helicobacter pylori F32 priorie H e
® gm03219 102611 Helicobacter pylori J166
® gmo8749 102617 Helicobacter pylori SS1 Hpvorihpalr
. n . B e
© hpd 290847 Helicobacter pylori 51 -
© hpa 357544 Helicobacter pylori HPAG1
® hps 512562 Helicobacter pylori Shi470 H.pylorithpiJ- — — .
© hpg 563041 Helicobacter pylori G27
@ hpp 570508 Helicobacter pylori P12
® hpo 585535 Helicobacter pylori 35A H.pylorifhpy )/~ B S — e e——
@ hpx 585538 Helicobacter pylori 83
© hpb 592205 Helicobacter pylori B38
H.pylorilu_hpi7 g " - SH | IR
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Genomaple analysis MBGD orthologs
KEGG Module assignment) v
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Module Completion Ratio (MCR)
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Helicobacter pylori (Taxonomy ID: 210) Taxonomic hierarchy N - . Mooot ¢ o '
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©hpg 985081 Helicobacter pylori 2017 1,654 1,548,238 2011-03-15 pmid:21515762 go
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©gm4231 1391728  Helicobacter pylori 26695-1CH 1536 1,667,302 2013-10-01 pmid:24233587 go —— - s — i e
©gm4230 1391727  Helicobacter pylori 26695-1CL 1536 1,667,239 2013-10-01 pmid:24233587 go [ sism Bk e !
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