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Research software is a critical component of computational research.

Thus, being able to discover, understand and adequately utilize
software is essential. All these activities rely on software metadata. — (EVALUATE — —
However, these metadata are sparse, expensive to maintain,

sometimes is not machine readable, and frequently inconsistent bio.tools registry OpenEBench BioConda

Galaxy

across different resources. WorkflowHub registry Biocontainers
The ELIXIR Research Software Ecosystem acts as a proxy to = .

maintain and preserve high-quality metadata for describing research . m . e —
software, aggregating heterogeneous metadata resources from T —

multiple providers. These providers often have different objectives =
when they are maintaining and aggregating metadata by themselves, —— | = ° °
as well as user communities and technical implementations.

The goals of this project are to consolidate these metadata, and
facilitate their integration, curation, and re-usability by the e —
contributors and the wider research community.

- N For curators, the metadata are available in a
labels (Csummary | N Key centralized, open, and version-controlled repository.
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centralizes all the available metadata related to a W el

given software in their source format, but the use OpenEBench  Galaxy  WorkfowHub biotools  Biocontainers Bioconds &
and mapping of standards such as EDAM, USERS PERSPECTIVE

biotoolsSchema and BioSchemas will facilitate the

propagation of these metadata, and improve their

overall FAIRNness.
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For users, this resource is directly queried by multiple systems, such as:
- The Australian BioCommons ToolFinder, which lists bioinformatics tools and

i Golaxy Eurdes &  software that are installed across several of the BioCommons partners
NR_001526 164 20.4518 0 0 p :
Tools —= NR_001526_1 164 20.4518 0 0 I h . h . I d . h . E D A M .
s g . |rootsmzlie  feomsie o o - - Galaxy, which uses it e.qg. to sort tools according to their annotations,
' ' - : NM_130786 1764 1956.04 109.165 2.47415
2 Upload Data | NR_015380 2129 2139.53 85.5821 1.77331 t 1 d | " k t t h d . b . t | t .
‘ I LG NM_001198819/9527 7964.62 0 0 i . .
by Ontology \ wetagenorics oo i b - WorkflowHub, which allows running an already registered Galaxy workflow
. . NM_014576 (9267 7714.88 8.37255 0.0481114
| . ‘ Microbiology
o ses EDAM Operatlons ABRIicate Mass screening of contigs for O n U S e g a | a Xy_ e U
, Datc . antimicrobial and virulence genes g
s+ EDAM Topics . . . . _ R
ABRicate Summary Combine ABRicate DESeq2 generates a tabular file containing the different columns and optional visualized results as PDF.
|d Da‘“ results into a simple matrix of gene
presence/absence Column |Description
- - : S 1 Gene ldentifiers
H P MaAsLin 2 Microbiome Multivariable
IeCtlon Operatlons Association with Linear Models 2 mean normalised counts, averaged over all samples from both conditions TOO[F] nder T'. [ ] .L-.
T T— 3 the logarithm (to basis 2) of the fold change (See the note in inputs section) Australian {* %, *
PRI 4 standard error estimate for the log2 fold change estimate . ioCommons ol & :} *LC"
goseq tests for overrepresented gene 5 Wald statistic E - ) ) %. - * [ Nt
. This page lists bioinformatics tools and software that are installed across several of the BioCommons infrastructure partner systems. Tool / software status on other infrastructure partner systems will be added over time. ° L) .. - -
EHIEgOHE - 6 p value for the statistical significance of this change n't find the are you need? Click here to see other options for finding software ) ' ’
RNA STARSolo mapping, 7 p value adjusted for multiple testing with the Benjamini-Hochberg procedure which controls false discovery rate (FDR) Click to find out how to request installation of software on ToolFinder listed infrastructures C ] d o ge”
demultiplexing and gene quantification By selecting Output sample size factors in the "Output options" selection box, the size factors used to normalize the samples can also be output as a tabular file. o*

for single cell RNA-seq Please note:
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— X
RNA STAR Gapped-read mapper for . * NCI (1f89) below refersto the Australian BioCommons Tools and Workflows repository, located in project allocation if89 at the National Computational Infrastructure (NCI). .. * j
RNA-seq data Citations: |l . .| 1
i . ] - Love, M. 1., Huber, W., & Anders, S. (2014). Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome Biology, 15(12). https://doi.org/10.1186 -, . ®
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expressed features from count tables
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edgeR Perform differential expression of - bioconductor-deseq2 (Version 1.34.0) l ].% 19 '.i . '
. L +-. -
L) () (]
c)

e count data - bioconductor-rhdfS (Version 2.38.0) X
limma Perform differential expression - bioconductor-tximport (Version 1.22.0) . =e
Matwe LGPL21 | Freaof charge with limma-voom or limma-trend - bioconductor-genomicfeatures (Version 1.46.1) e s . .-.' L b
Commandiinetool R O 1 & ; - r-getopt (Version 1.20.3) 2‘ b 1 '
TargetFinder plant small RNA target . . it
_ B - r-ggrepel (Version 0.9.1) o - .
R/Bioconductor package for differential gene express ion analysis based on the negative binomial distribution. . Estimate pred'ctlon t00| X ) ('}
varlance-mean dependence In count data from high-throughput sequencing assays and test for differential expression L) r_gplots (Vers'on 311)
ased on odel usin @ ial di i
etUtils Utilities for handling - r-pheatmap (Version 1.0.12)
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