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Core Value
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Overall Business

Analysis Al Software Education Sl
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Machine Learning

Deep Learning
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Achievements - 37 Published Articles(2014-2019)

Research Articles [1-30]

01

02

03

04

05

Lee S-C, Kwon JH, Cha DJ, Kim D-S, Lee DH, Seo
S-M, Jung M, et al. Effects of Pheromone Dose
and Trap Height on Capture of a Bast Scale of
Pine, Matsucoccus thunbergianae (Hemiptera:
Margarodidae) and Development of a New
Synthesis Method. Journal of Economic Ento
mology. 2019;112 4:1752-9. doi:10.1093/jee/
toz079. Impact Factor: 1.779

Kang M-J, Shin A-Y, Shin Y, Lee S-A, Lee H-R, Kim
T-D, et al. Identification of transcriptome-wide,
nut weight-associated SNPs in Castanea crenata.
Scientific Reports. 2019;9 1:13161. doi:10.1038/
s41598-019-49618-8. Impact Factor: 4.011

Nam B-H, Yoo D, Kim Y-O, Park JY, Shin Y, Shin
G-h, et al. Whole genome sequencing reveals the
impact of recent artificial selection on red sea
bream reared in fish farms. Scientific Reports.
2019;9 1:6487. d0i:10.1038/s41598-019-42988-z.
Impact Factor: 4.011

Baek S-J, Chun MJ, Kang T-W, Seo Y-S, Kim S-B,
Seong B, et al. Identification of Epigenetic
Mechanisms Involved in the Anti-Asthmatic
Effects of Descurainia sophia Seed Extract Based
on a Multi-Omics Approach. Molecules. 2018;23
11 doi:10.3390/molecules23112879. Impact
Factor: 3.060

Kim D, Jung M, Ha JI, Lee YM, Lee S-G, Shin Y,

et al. Transcriptional Profiles of Secondary Me
tabolite Biosynthesis Genes and Cytochromes in
the Leaves of Four Papaver Species. Data. 2018;3
4 doi:10.3390/data3040055. Impact Factor : NIL

06

07

09

10

Oh J, ShinY, Ha JI, Lee YM, Lee S-G, Kang B-C, et
al. Transcriptome Profiling of Two Ornamental
and Medicinal Papaver Herbs. International
Journal of Molecular Sciences. 2018;19 10
doi:10.3390/ijms19103192. Impact Factor : 4.183

Jung D, Seo E-Y, Owen JS, Aoi Y, Yong S, Lavren
tyeva EV, et al. Application of the filter plate
microbial trap (FPMT), for cultivating thermo
philic bacteria from thermal springs in Barguzin
area, eastern Baikal, Russia. Bioscience, Biotech
nology, and Biochemistry. 2018;82 9:1624-32. do
i:10.1080/09168451.2018.1482194. Impact Factor
:1.063

Lee H-R, Lee S-C, Lee DH, Jung M, Kwon J-H, Huh
M-J, et al. Identification of Aggregation-Sex
Phero mone of the Korean Monochamus alter
natus (Coleoptera: Cerambycidae) Population,
the Main Vector of Pine Wood Nematode. Jour
nal of Economic Entomology. 2018;111 4:1768-
74.doi:10.1093/jee/toy137. Impact Factor: 1.779

Lee J, Yang EC, Graf L, Yang JH, Qiu H, Zelzion U,
ShinY, Jung M, et al. Analysis of the Draft
Genome of the Red Seaweed Gracilariopsis
chorda Provides Insights into Genome Size
Evolution in Rhodophyta. Molecular Biology and
Evolution. 2018;35 8:1869-86. doi:10.1093/mol
bev/msy081. Impact Factor : 14.797

Lee AY, Park W, Kang T-W, Cha MH and Chun JM.
Network pharmacology-based prediction of
active compounds and molecular targets in
Yijin-Tang acting on hyperlipidaemia and
atherosclerosis. Journal of Ethnopharmacolo

gy. 2018;221:151-9. doi:https://doi.org/10.1016/j.

11

12

13

14

15

jep.2018.04.027. Impact Factor: 3.115

Oh J-H, Lee Y-J, Byeon E-J, Kang B-C, Kyeoung
D-S and Kim C-K. Whole-genome resequencing
and transcriptomic analysis of genes regulating
anthocyanin biosynthesis in black rice plants. 3
Biotech. 2018;8 2:115. doi:10.1007/s13205-018-
1140-3. Impact Factor: 1.786

Kim J, Jun KM, Kim JS, Chae S, Pahk Y-M, Lee
T-H, et al. RapaNet: A Web Tool for the Co-Ex
pression Analysis of Brassica rapa Genes.
Evolutionary Bioinformaics.2017;13:1176934
317715421.doi:10.1177/1176934317715421.
Impact Factor : 1.404

Thulasitha WS, Umasuthan N, Wan Q, Nam B-H,
Kang T-W and Lee J. A proto-type galectin-2 from
rock bream (Oplegnathus fasciatus): Molecular,
genomic, and expression analysis, and recogni
tion of microbial pathogens by recombinant
protein. Developmental & Comparative Immu
nology. 2017;71:70-81. doi:https://doi.
org/10.1016/j.dci.2017.01.023. Impact Factor :
3.119

Umasuthan N, Bathige SDNK, Thulasitha WS,
Jayasooriya RGPT, Shin Y and Lee J. Identifi
cation of a gene encoding a membrane-an
chored toll-like receptor 5 (TLR5M) in Oplegna
thus fasciatus that responds to flagellin chal
lenge and activates NF-kB. Fish & Shell

fish Immunology. 2017;62:276-90. doi:https://
doi.org/10.1016/].fsi.2017.01.020. Impact Factor
:3

Shin GH, Kang BC and Jang DJ. Metabolic Path
ways Associated with Kimchi, a Traditional

16

17

18

19

20

Korean Food, Based on In Silico Modeling of
Published Data. Genomics Inform. 2016;14
4:222-9.d0i:10.5808/G1.2016.14.4.222. Impact
Factor: NIL

Seol Y-J, Won SY, Shin Y, Lee J-Y, Chun J-S, Kim
Y-K, et al. A Multilayered Screening Method for
the Identification of Regulatory Genes in Rice by
Agronomic Traits. Evolutionary Bioinformatics.
2016;12:EB0.S40622. d0i:10.4137/EBO.S40622.
Impact Factor: 1.404

ShinY, Jung H-j, Jung M, Yoo S, Subramaniyam
S, Markkandan K, et al. Discovery of Gene
Sources for Economic Traits in Hanwoo by
Whole-genome Resequencing. Asian-Australas
J Anim Sci. 2016;299:1353-62. d0i:10.5713/
ajas.15.0760. Impact Factor: 1.227

Cheong JY, Kim YB, Woo JH, Kim DK, Yeo M, Yang
S-J, Park J, et al. Identification of NUCKS1 as a
putative oncogene and immunodiagnostic
marker of hepatocellular carcinoma. Gene.
2016;584 1:47-53. doi:https://doi.org/10.1016/j.
gene.2016.03.006. Impact Factor : 2.319

Kim I-W, Lee JH, Subramaniyam S, Yun E-Y, Kim
I, Park JH, et al. De Novo Transcriptome Analysis
and Detection of Antimicrobial Peptides of the
American Cockroach Periplaneta americana
(Linnaeus). PLOS ONE. 2016;115:e0155304.
doi:10.1371/journal.pone.0155304. Impact
Factor:2.776

Park YJ, Li X, Noh SJ, Kim JK, Lim SS, Park NI, et
al. Transcriptome and metabolome analysis in
shoot and root of Valeriana fauriei. BMC Genom
ics. 2016;17 1:303. d0i:10.1186/s12864-016-2616-
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Published Articles(2014-2019) - 37 Articles

21

22

23

24

25

3.Impact Factor:3.730

Nam B-H, Jung M, Subramaniyam S, Yoo S-i,
Mark kandan K, Moon J-Y, Shin Y, et al.
Transcriptome Analysis Revealed Changes of
Multiple Genes Involved in Haliotis discus hannai
Innate Immunity during Vibrio parahemolyticus
Infection. PLOS ONE. 2016;11 4:€0153474. doi:
10.1371/journal.pone. 0153474. Impact Factor :
2.776

Kim I, Lee SH, Jeong J, Park JH, Yoo MA and Kim
CM. Functional Profiling of Human MeCP2 by
Automated Data Comparison Analysis

and Computerized Expression Pathway
Modeling. Healthc Inform Res. 2016;22 2:120-8.
d0i:10.4258/hir.2016.22.2.120. Impact Factor :
NIL

Kim CK, Seol YJ, Shin Y, Lim HM, Lee GS, Kim AR,
et al. Whole-genome resequencing and transcrip
tomic analysis to identify genes involved in leaf-
color diversity in ornamental rice plants. PLoS
One.2015;10 4:e0124071. doi:10.1371/journal.
pone. 0124071. Impact Factor: 2.776

Park JY, An YR, Kanda N, An CM, An HS, Kang JH,
Jung H, Joung M, et al. Cetaceans evolution:
insights from the genome sequences of common
minke whales. BMC Genomics. 2015;16:13.doi:
10.1186/s12864-015-1213-1. Impact Factor :
3.730

Yang EC, Nam BH, Noh SJ, Kim YO, Kim DG, Jee
YJ, et al. Complete mitochondrial genome
of Pacific abalone (Haliotis discus hannai)

from Korea. Mitochondrial DNA. 2015;26 6:917-8. do

26

27

28

29

30

i:10.3109/19401736.2013.863289. Impact Factor :
1.760

Mathiyalagan R, Subramaniyam S, Kim YJ, Kim
YC and Yang DC. Ginsenoside compound K-bear-
ing glycol chitosan conjugates: synthesis,
physicochemical characterization, and in vitro
biological studies. Carbohydr Polym. 2014;112:
359-66.d0i:10.1016/j.carbpol.2014.05.098.
Impact Factor : 6.044

Subramaniyam S, Mathiyalagan R, Natarajan S,
Kim YJ, Jang MG, Park JH, et al. Transcript
expression profiling for adventitious roots

of Panax ginseng Meyer. Gene. 2014;546 1:89-96.
doi:10.1016/j.gene.2014.05.024. Impact Factor :
2.319

Yoo WG, Lee JH, Shin Y, Shim JY, Jung M, Kang
BC, et al. Antimicrobial peptides in the centipede
Scolopendra subspinipes mutilans. Funct Integr
Genomics. 2014;14 2:275-83. d0i:10.1007/
510142-014-0366-3. Impact Factor: 2.745

Kim H, Yoo WG, Park J, Kim H and Kang BC.
Semantic Modeling for SNPs Associated with
Ethnic Disparities in HapMap Samples.
Genomics Inform. 2014;12 1:35-41. doi:10.5808/
Gl.2014.12.1.35. Impact Factor : NIL

Kim S, Park M, Yeom SI, Kim YM, Lee JM, Lee HA,
ShinY, Noh SJ, Park JH, et al. Genome sequence
of the hot pepper provides insights into the
evolution of pungency in Capsicum species. Nat
Genet. 2014;46 3:270-8. doi:10.1038/ng.2877.
Impact Factor: 27.125

Data Reports [31-35]

31

32

33

34

35

Kim S, Jung M, Oh EA, Ho Kim T and Kim J-G.
Mitochondrial genome of the Podosphaera
xanthii:a plant pathogen causes powdery
mildew in cucur bits. Mitochondrial DNA Part B.
2019;4 2:4172-3. d0i:10.1080/23802359.2019.161
8209. Impact Factor: 1.760

Shin G-H, ShinY, Jung M, Hong J-m, Lee S,
Subramaniyam S, et al. First Draft Genome

for Red Sea Bream of Family Sparidae. Frontiers
in Genetics. 2018;9 643 d0i:10.3389/fgene.2018.
00643. Impact Factor: 3.517

Kim JY, Lim HY, Shin SE, Cha HK, Seo J-H, Kim
S-K, et al. Comprehensive transcriptome
analysis of Sarcophaga peregrina, a forensically
important fly species. Scientific Data.
2018;51:180220. doi:10.1038/sdata.2018.220.
Impact Factor : 5.305

ShinY, Jung M, Shin G-h, Jung H-j, Baek S-J, Lee
G-Y, et al. First draft genome sequence of the
rock bream in the family Oplegnathidae.
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