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Annotree

RRID:SCR_018980
Type: Tool

Proper Citation

Annotree (RRID:SCR_018980)

Resource Information

URL: http://annotree.uwaterloo.ca/

Proper Citation: Annotree (RRID:SCR_018980)

Description: Web tool for visualization of genome annotations across large phylogenetic
trees.Used for visualization and exploration of functionally annotated microbial tree of life.
Integrates taxonomic, phylogenetic and functional annotation data from bacterial and
archaeal genomes.

Synonyms: AnnoTree 1.2

Resource Type: web service, data access protocol, data or information resource,
software resource

Defining Citation: PMID:31081040

Keywords: Genome annotation, genome visualization, phylogenetic tree, functionally
annotated tree, microbial tree of life, taxonomic data, phylogenetic data, functionally
annotated data, bacterial genome, archaeal genome, genome distribution, data, bio.tools

Funding: Ontario Early Researcher award ;

NSERC Discovery Grant ;

Australian Research Council Laureate Fellowship ;

Tier Il Canada Research Chair ;

Natural Sciences and Engineering Research Council of Canada

Availability: Free, Freely available
Resource Name: Annotree
Resource ID: SCR_018980

Alternate IDs: biotools:Annotree



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_018980/resolver
http://annotree.uwaterloo.ca/
https://pubmed.ncbi.nlm.nih.gov/31081040

Alternate URLSs: https://bio.tools/AnnoTree
Record Creation Time: 20220129T080342+0000

Record Last Update: 20260728T043555+0000

Ratings and Alerts
No rating or validation information has been found for Annotree.

No alerts have been found for Annotree.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .

Duret M, et al. (2025) Diversity and functional features of the root-associated bacteriome
are dependent on grapevine susceptibility to Plasmopara viticola. Environmental
microbiome, 20(1), 30.

Hern??ndez-Rocamora VM, et al. (2025) A novel peptidoglycan deacetylase modulates
daughter cell separation in E. coli. PLoS genetics, 21(9), €1011626.

Smith ME, et al. (2025) Uncovering functional deterioration in the rhizosphere microbiome
associated with post-green revolution wheat cultivars. Environmental microbiome, 20(1),
64.

Ali S, et al. (2025) Comparative proteomics of biofilm development in Pseudoalteromonas
tunicata discovers a distinct family of Ca2+-dependent adhesins. mBio, 16(6), e0106925.

Amikura K, et al. (2025) Evolutionary Flexibility of Ribosome Biogenesis in Bacteria.
Molecular biology and evolution, 42(11).

Berry MA, et al. (2024) Diverse domain architectures of CheA histidine kinase, a central
component of bacterial and archaeal chemosensory systems. Microbiology spectrum,
12(1), e0346423.

Bollinger KW, et al. (2024) Identification of a new family of peptidoglycan transpeptidases
reveals atypical crosslinking is essential for viability in Clostridioides difficile. bioRxiv : the
preprint server for biology.

Nishihara A, et al. (2024) llluminating the coevolution of photosynthesis and Bacteria.
Proceedings of the National Academy of Sciences of the United States of America,
121(25), €2322120121.
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Bollinger KW, et al. (2024) Identification of a family of peptidoglycan transpeptidases
reveals that Clostridioides difficile requires noncanonical cross-links for viability.
Proceedings of the National Academy of Sciences of the United States of America,
121(34), e2408540121.

Diao M, et al. (2023) Global diversity and inferred ecophysiology of microorganisms with
the potential for dissimilatory sulfate/sulfite reduction. FEMS microbiology reviews, 47(5).

Berry MA, et al. (2023) Diverse domain architectures of CheA histidine kinase, a central
component of bacterial and archaeal chemosensory systems. bioRxiv : the preprint server
for biology.

Pi HW, et al. (2022) Origin and Evolution of Nitrogen Fixation in Prokaryotes. Molecular
biology and evolution, 39(9).

Wang F, et al. (2022) Archaeal bundling pili of Pyrobaculum calidifontis reveal similarities
between archaeal and bacterial biofilms. Proceedings of the National Academy of
Sciences of the United States of America, 119(26), e2207037119.

Winkle M, et al. (2021) DpaA Detaches Braun's Lipoprotein from Peptidoglycan. mBio,
12(3).

Chen Y, et al. (2021) Nitrogen-fixing Ability and Nitrogen Fixation-related Genes of
Thermophilic Fermentative Bacteria in the Genus Caldicellulosiruptor. Microbes and
environments, 36(2).

Londei P, et al. (2021) Ribosome Biogenesis in Archaea. Frontiers in microbiology, 12,
686977.

Liu J, et al. (2021) Bacterial Vippl and PspA are members of the ancient ESCRT-III
membrane-remodeling superfamily. Cell, 184(14), 3660.

Savoie ER, et al. (2021) Ecophysiology of the Cosmopolitan OM252 Bacterioplankton
(Gammaproteobacteria). mSystems, 6(3), e0027621.

Satanowski A, et al. (2020) Awakening a latent carbon fixation cycle in Escherichia coli.
Nature communications, 11(1), 5812.

Wang B, et al. (2020) Origins and Molecular Evolution of the NusG Paralog RfaH. mBio,
11(5).




