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Home TaxonomyV GenomesV 165 RefSeqV Animal Microbiomes V Downloads V Help V Search..

e Comprehensive, curated information on bacteriain the human mouthand
aerodigestive tract

e Provides a provisional naming scheme for currently unnamed taxa

e Links sequence data with phenotypic, phylogenetic, clinical, and bibliographic
information

e Easy-to-usetoolsforviewing genome information

Tools available on the eHOMD website: E E
homd.org E

1. High-quality genome sequences, annotated

Human Oral Microbial Genomes
Download this Genome Data: [Browser) [Test] [Excel]

Select Genus by Alphabet:
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Showing 2123 rows. with Original Sorting: Search All Fields ~
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SEQF1033 HMT-273 Porphy ATCC 35406 EX 2,064,508 47.52

2. Taxon abundance and oral microbial ecology

Ecology (Abundance) Pages

Dawnload Options
The following abundance pages show available data with bar charts for the ranks in each taxan name (from domain to species)in - Most abundant taxa for each oral sub-habitat,
the HOMD database. Listed on this page are taxenomic names from domain through genus for the taxa in HOMD, Each name in
the table below is a link to a page showing abundance data from the three sources:
Eren (2014) , Segata (2012), and Dewhirst (not published)

Major Species-Level Abundances for Each Qral Site



https://www.homd.org/

3. Taxon description pages with links to reference

4. Jbrowse genome viewer
sequences & phylogeny
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Corymabacterian urealyium (HNT-8531

5. Phylogenetic trees built from whole-genome and ribosomal RNA gene information
eHOMD Ribosomal Protein Tree Version 9.15
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. . Need more information?
6. Mouse Oral Microbiome Database f

MOMD: @; _ . Contac.ts:
Mol Gl Mictobiome Gatabace Gene r|<.: HOMD |.nformat|on, taxonomy or
" Home Taxonomy Genomics Tools Download Publication genomlcs queStIonS:

email Dr. Floyd Dewhirst at
fdewhirst@forsyth.org

And more! Visit athomd.org

General biological information or questions:
email Dr. George Tsute Chen at
tchen@forsyth.org

Also coming soon:

) o ) Supported by R01-DE016937, “A Foundation for
Tools for identifying phage in HOMD genomes

) : ] . i the Oral Microbiome and Metagenome” from
Bacterial pangenomes visualized using Anvi’o the National Institute of Dentaland Craniofacial
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