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Abstract ; Bioinformatics is an emerging interdisciplinary subject in the field of natural science, whose research
situation has attracted the attention of many scholars. In order to understand the research situation of bioinformatics
at home and abroad, this paper takes the journal articles in the field of bioinformatics in CNKI Database and Web
of Science Database as research objects. Based on bibliometrics method and co-word analysis method, the research
status, hotspots and trends of bioinformatics at home and abroad are summarized by R programming tool. Results
show that the bioinformatics research at home and abroad is both in the stage of high-speed development. The
amount of literature is increasing year by year, and the research area is expanding. The research hotspots at home
and abroad both focus on gene mining, protein structure and function prediction, and miRNA analysis, etc.
However, domestic research tends to be theoretical, while international research pays more attention to the
application in disease treatment,drug design and so on.
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Fig.1 Trend of domestic bioinformatics literature quantity between 1996 and 2018
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Table 1 High frequency keywords in Chinese literature of bioinformatics between 1996 and 2018

75 Jeklin) AR LRV A2 Kt n] BHIK rput
1 EYfERE 5083 1.00 21 TR 68 0.24
2 bk 497 0.57 22 BN 67 0.25
3 FEH v b 382 0.41 23 JFHI xS 63 0.16
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20 WK 70 0.26 40 cdna 43 0.16
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Fig.2 Keywords cluster of domestic bioinformatics literature between 1996 and 2018
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Table 3 High frequency keywords in international literature of bioinformatics between 2007 and 2018

R AR B L FF5 PSSt B B

1 expression 4369 0.97 21 metastasis 767 0.89
2 identification 3 098 1.00 22 classification 720 0.85
3 protein 2 496 0.95 23 mass-spectrometry 720 0.96
4 gene 2282 1.00 24 micrornas 711 0.85
5 gene-expression 1 994 1.00 25 pathway 694 0.92
6 sequence 1 645 0.93 26 tool 689 0.93
7 database 1 541 0.97 27 discovery 661 0.81
8 cancer 1 540 0.98 28 carcinoma 653 0.98
9 cells 1348 1.00 29 in-vitro 634 0.90
10 prediction 1305 0.98 30 arabidopsis-thaliana 594 0.91
11 bioinformatics 1275 0.90 31 differentiation 594 0.74
12 disease 1 109 0.96 32 mutations 594 0.94
13 breast-cancer 1033 0.93 33 model 591 0.91
14 escherichia-coli 959 0.76 34 progression 578 1.00
15 genome 949 1.00 35 crystal-structure 576 0.84
16 growth 939 0.92 36 dna 542 0.73
17 activation 933 1.00 37 invasion 533 0.88
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Table 4 Year-keyword statistics of international literature ( partial)

Keywords 2007 4F 2008 4F- 2009 4F 2010 4F 20114 e 2018 4F
expression 91 108 112 160 180 1018
identification 149 154 143 205 190 414
protein 87 96 109 139 159 354
gene 79 78 112 121 139 381
gene—expression 66 84 84 137 131 267
cancer 51 47 41 51 70 323
cells 29 29 39 59 59 309
sequence 122 105 102 106 112 165
disease 19 27 28 42 61 230
proliferation 6 5 4 11 14 312

biology 21 31 40 34 44 52
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