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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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Nature, and City Liveability
Data for an Importance-Performance Analysis (IPA) of a Public
2 Green Infrastructure and Urban Nature Space in Perth, Western | DATA 2018 | Simpson GD$J
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Dataset on assessment of physical and chemical quality of
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! the Khash city of Sistan and Baluchistan province, Iran DATA IN BRIEF 2018 | Azhdarpoor AS)
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6 Data on health risk assessmeqt to the nitrate in drinking water DATA IN BRIEF 2018 | Radfard M|
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long-term insurance market performance
8 Rlsky buslmessi Data on trading resglts fqr UK general Insurance DATA IN BRIEF 2018 | Mafimisebi OP
firms during and after the global financial crisis
9 Database on the mechanical properties of high entropy alloys and DATA IN BRIEF 2018 | Gorsse S9)
complex concentrated alloys
Survey dataset on the types, prevalence and causes of deviant
10 behavior among secondary school adolescents in some selected | DATA IN BRIEF 2018 |Bishop SA¢]
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1 Survgy dataset on( factgrs that influence sgtlsfactlon of clients with DATA IN BRIEF 2018 | Oluwatayo A9)
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20 of water samples in Torbat-e-Heydariyeh rural drinking water [ DATA IN BRIEF 2018 | Babaeia AA$]

resources, Khorasan-e-Razavi province, Iran
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o1 Data for factor analymg of hydro-geochemical characteristics of DATA IN BRIEF 2018 | Biglari 119
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97 TAILS N-terminomic and proteomic datasets of healthy human DATA IN BRIEF 2015 | Eckhard US|
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EARTH SYSTEM . .
9
28 Global Carbon Budget 2019 SCIENCE DATA 2019 | Friedlingstein P<]
EARTH SYSTEM
29 GLODAPv2.2019-an update of GLODAPv2 SCIENCE DATA 2019 |Olsen A9
) . e ... .. |EARTH SYSTEM
30 A machine-learning-based global sea-surface iodide distribution SCIENCE DATA 2019 | Sherwen T
EARTH SYSTEM
31 Global Carbon Budget 2018 SCIENCE DATA 2018 | Le Quere C2]
{ History of chemically and radiatively 1mportant atmosphgnc gases EARTH SYSTEM .
32 from the Advanced Global Atmospheric Gases Experiment 2018 |Prinn RG]
SCIENCE DATA
(AGAGE)
EARTH SYSTEM
9
33 Global Carbon Budget 2017 SCIENCE DATA 2018 |Le Quere C$J
EARTH SYSTEM .
34 The global methane budget 2000-2012 SCIENCE DATA 2016 | Saunois M <]
EARTH SYSTEM
35 Global Carbon Budget 2016 SCIENCE DATA 2016 | Le Quere C¢]
A multi-decade record of high-quality fCO(2) data in version 3| EARTH SYSTEM
9]
% 1o the Surface Ocean COZ Atlas (SOCAT) SCIENCE paTA | 216 |Bakker DCES]
37 The Global Ocean Data Analysis Project version 2 (GLODAPv2) | EARTH SYSTEM 2016 | Olsen AS)
- an internally consistent data product for the world ocean SCIENCE DATA
EARTH SYSTEM
9
38 Global carbon budget 2014 SCIENCE DATA 2015 |Le Quere C|
EARTH SYSTEM
5 9
39 Global Carbon Budget 2015 SCIENCE DATA 2015 |Le Quere C$J
EARTH SYSTEM
1 9]
40 An update to the Surface Ocean CO2 Atlas (SOCAT version 2) SCIENCE DATA 2014 |Bakker DCE9]
. EARTH SYSTEM
41 Global carbon budget 2013 SCIENCE DATA 2014 | Le Quere C¢]
Future Flows Hydrology: an ensemble of daily river flow and
42 monthly groundwater levels for use for climate change impact EARTH SYSTEM 2013 | Prudhomme C9

assessment across Great Britain

SCIENCE DATA
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43 A uniform, quality controlled Surface Ocean CO2 Atlas (SOCAT) SCIENCE DATA 2013 | Pfeil B
EARTH SYSTEM
- 9]
44 The global carbon budget 1959-2011 SCIENCE DATA 2013 | Le Quere C&J
55 Future Flows Climate: an ensemble of 1-km climate change |EARTH SYSTEM 9012 | Prudhomme CS]
projections for hydrological application in Great Britain SCIENCE DATA
6 | Corl Pt ltea Ui Sngle Moo Long-Reat o | FRONTERS IN | ool )
0 orites lutea Using Sing olecule Long-Read Isofo MARINE SCIENCE ootakha
Sequencing (Iso-Seq)
Trochodendron aralioides, the first chromosome-level draft genome .
9]
& in Trochodendrales and a valuable resource for basal eudicot research GIGASCIENCE 2019 | Strijs 15¢]
18 Ap mtegrgted chromosome*sclalelgenomle gssembly of the Masai GIGASCIENCE 2019 | Farre M)
giraffe (Giraffa camelopardalis tippelskirchi)
19 Alchromf)someflevel draft genome of the grain caphid Sitobion GIGASCIENCE 2019 | Jiang X9
miscanthi
50 A high-quality genome gsserpbly for the endangered golden GIGASCIENCE 2019 | Wang L)
snub-nosed monkey (Rhinopithecus roxellana)
51 Chromosomal-level assemb}y of the blood clam, Scapharcg GIGASCIENCE 2019 |Bai CMS
(Anadara) broughtonii, using long sequence reads and Hi-C
De novo genome assembly of the endangered Acer yangbiense,
52 a plant species with extremely small populations endemic to Yunnan | GIGASCIENCE 2019 |Yang J2|
Province, China
53 Pseudomoleculefleyel lassembly of the Chinese ail tree yellowhorn GIGASCIENCE 2019 |Bi QX9
(Xanthoceras sorbifolium) genome
Genome sequence of the barred knifejaw Oplegnathus fasciatus
54 (Temminck & Schlegel, 1844) : the first chromosome-level draft | GIGASCIENCE 2019 | Xiao YS9
genome in the family Oplegnathidae
55 Genomg sequence of Malama oleifera, a tree with great value for GIGASCIENCE 2019 |Xu Q9
nervonic acid production
56 A near*(?hronqlosomefscale genome assembly of the gemsbok (Oryx GIGASCIENCE 2019 | Farre M)
gazella) . an iconic antelope of the Kalahari desert
57 Chromosomal-level assembly of yellow catfish genome using GIGASCIENCE 9018 | Gong GRS
v third-generation DNA sequencing and Hi-C analysis &
58 A drgft genome assembly of the lChlggse sﬂlggo (Sillago sinica), GIGASCIENCE 2018 | Xu SY9
the first reference genome for Sillaginidae fishes
59 D?aft genome of Glyptosternon maculatum, an endemic fish from GIGASCIENCE 2018 |Liu HPS)
Tibet Plateau
60 Long-re?d sequencing and de novo genome assembly of GIGASCIENCE 2018 | Gao F9l
Ammopiptanthus nanus, a desert shrub
61 ngh*quallty assembly of thg refergnce genome for scarlet sage, GIGASCIENCE 2018 |Dong AX9)
Salvia splendens, an economically important ornamental plant
62 Draft genome of the Peruvian scallop Argopecten purpuratus | GIGASCIENCE 2018 |Li C¥
63 Draft genome of the milu (Elaphurus davidianus) GIGASCIENCE 2017 |Zhang CZ9]
64 Draft genome of the reindeer (Rangifer tarandus) GIGASCIENCE 2017 |Li ZP2)
6 Novel transcnptom(f, .resources for three scleractinian coral species GIGASCIENCE 9017 | Kenkel CD]
from the Indo-Pacific
66 Global sea-surface iodide observations, 1967-2018 SCIENTIFIC DATA| 2019 |Chance RJ9|
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¢

69 The sequenlcmg and Qe novo gssembly of the Larimichthys crocea SCIENTIFIC DATA | 2019 | Chen BHS]
genome using PacBio and Hi-C technologies

7 The sequepce and Qe novo gssembly of Taklfugu bimaculatus SCIENTIFIC DATA | 2019 | Zhou ZX8l
genome using PacBio and Hi-C technologies

71 A draft genome for Spatholobus suberectus SCIENTIFIC DATA| 2019 |Qin SS$|

7 Act1v¥ty/e>l<er01se*1ﬁdu§ed changes in the liver transcriptome after SCIENTIFIC DATA | 2019 | Chariker JHSI
chronic spinal cord injury

73 Transcrlptome of dorsall root gapglla caudal to a spinal cord injury SCIENTIFIC DATA | 2019 | Chariker JHS)
with modulated behavioral activity

7 Draft genomlc.and transcriptome resources for marine chelicerate SCIENTIFIC DATA | 2019 | Lizo YY)
Tachypleus tridentatus

75 A rmnd-bram-bpdy da'taset of MRI, EEG, cognition, emotion, and SCIENTIFIC DATA | 2019 |Babayan A9l
peripheral physiology in young and old adults

76 A functional conneptome phenotyping dataset including cognitive SCIENTIFIC DATA | 2019 | Mendes N
state and personality measures

77 The sequence and de novo assembly of Oxygymnocypris stewartii SCIENTIFIC DATA | 2019 |Liu HPS]
genome

78 The sequence and de novo assembly of hog deer genome SCIENTIFIC DATA| 2019 | Wang W$]

79 Building an octaploid ggnome and trgnscrlptome of the medicinal SCIENTIFIC DATA| 2018 |He Y
plant Pogostemon cablin from Lamiales

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]
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