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Operationalizing the JDCCP

FORCE11 Data Citation Implementation group
recommendations:

 identifier schemes
* identifier resolution behavior
* required metadata elements

* best practices for realizing programmatic machine
actionability of cited data

Starr J, Castro E, Crosas M, Dumontier M, Downs RR, Duerr R, Haak L, Haendel M,
Herman |, Hodson S, Hourclé J, Kratz JE, Lin J, Nielsen LH, Nurnberger A, Préll S,
Rauber A, Sacchi S, Smith AP, Taylor M, Clark T. (2015) Achieving human and machine
accessibility of cited data in scholarly publications. PeerdJ PrePrints 3:697v4 https://
doi.org/10.7287/peerj.preprints.697v4
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Crossref Data & Software Citation Deposit
Guide for Publishers

Data & software citation is good research practice and is part of the scholarly ecosystem supporting
research validation and reproducibility. Data & software citation is also instrumental in enabling the
reuse and verification of these research outputs, tracking their impact, and creating a scholarly
structure that recognizes and rewards those involved in producing them.

Crossref supports the propagation of data & software citations alongside a publisher’s standard
bibliographic metadata. Publisher members deposit the data citation link as part of the overall
publication metadata when registering their content. Crossref partners with DataCite and together, we
jointly provide a clearinghouse for the citations collected. These are all made freely available to the
community as open data, human and machine-readable.
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Multivariate ordination methods allow useful lower dimensional projections in the presence of phylogenetic information
or multidomain data as shown in an example combining metabolites, OTU abundances,

Supervised learning methods provide lists of the most relevant taxa in discriminating between groups.

Bacterial communities can be represented as co-occurrence graphs using network based plotting procedures available in
R. We have also provided examples where these graphs can be used to test community structure through non parametric
permutation resampling. This provides implementations of the Friedman Rafsky”® tests for microbiome data which have
not been published previously.
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Intermediary data for the analyses are made available both on GitHub at https://github.com/spholmes/F1000_workflow
and at the Stanford digital repository permanent url for this paper. http://purl.stanford.edu/wh250nn9648. All other data
have been previously published and the links are included in the paper.

Software availability

Bioconductor packages at https://www.bioconductor.org/. CRAN packages at https://cran.r-project.org/.
Permanent repository for the data and program source of this paper. https://purl.stanford.edu/wh250nn9648
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