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ABSTRACT

In the context of open science, data sharing and reuse are becoming important researchers’ activities.
Among the discussions about data sharing and reuse, data journals and data papers shows visible results.
Data journals are published in many academic fields, and the number of papers is increasing. Unlike
the data itself, data papers contain activities that cite and receive citations, thus creating their own
intellectual structures. This study analyzed 14 data journals indexed by Web of Science, 6,086 data papers
and 84,908 cited references to examine the intellectual structure of data journals and data papers in
academic community. Along with the author’s details, the co-citation analysis and bibliographic coupling
analysis were visualized in network to identify the detailed subject areas. The results of the analysis
show that the frequent authors, affiliated institutions, and countries are different from that of traditional
journal papers. These results can be interpreted as mainly because the authors who can easily produce
data publish data papers. In both co-citation and bibliographic analysis, analytical tools, databases,
and genome composition were the main subtopic areas. The co-citation analysis resulted in nine clusters,
with specific subject areas being water quality and climate. The bibliographic analysis consisted of a
total of 27 components, and detailed subject areas such as ocean and atmosphere were identified in addition
to water quality and climate. Notably, the subject areas of the social sciences have also emerged.
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67 A de novo genome assembly of the dwarfing pear rootstock Zhongai 1| SCIENTIFIC DATA | 2019 |Ou CQ$J
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Tracking vegetation phenology across diverse biomes using Version Seyednasrollah

68 2.0 of the PhenoCam Dataset SCIENTIFIC DATA | 2019 B¢
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genome using PacBio and Hi-C technologies
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76 A functional conneptome phenotyping dataset including cognitive SCIENTIFIC DATA | 2019 | Mendes N
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80 Data Descriptor: Tlranscrlptomes of cochlear inner and outer hair SCIENTIFIC DATA | 2018 |Li Y8l
cells from adult mice

81 ?rackmg Yegetatlon phenglogy across diverse North American SCIENTIFIC DATA | 2018 |Richardson ADS]
biomes using PhenoCam imagery

8 Data Descrlp‘;ori RNA-seq transcriptomic analysis of adult zebrafish SCIENTIFIC DATA | 2018 | Barta CLS9|
inner ear hair cells

83 A cqmpendlum of multi-omic sequence information from the SCIENTIFIC DATA | 2017 | Hawley AKS]
Saanich Inlet water column

84 A compendium of geochemical information from the Saanich Inlet SCIENTIFIC DATA | 2017 Torres-Beltran
water column M9

85 Data Descriptor: A hybrid organicinorganic perovskite dataset |SCIENTIFIC DATA | 2017 |Kim C9

36 A polymer dataset for accelerated property prediction and design | SCIENTIFIC DATA | 2016 |Huan TD]






