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Business Area | Analysis - Data Breeding - Al - Solution - Education - SI
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Business Area | Analysis - Data Breeding - Al - Solution - Education - Sl

Reduce your time with
scientific results!
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CLC Genomics Workbench Premium
OmicSoft Suite

OmicSoft OncolLand / DiseaselLand / Single-
CellLand

Ingenuity® Pathway Analysis

OmicsBox Transcriptomics
Genevestigator®

_
=]
j=d

AT IEY S2H

incoFIT Basic
incoFIT Advanced
incoFIT Professional
incoFIT Rental

Ol 4= {FAM A
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Analysis - Data Breeding - Al - Solution - Education - SI
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Business Area | Analysis - Data Breeding - Al - Solution - Education - Sl
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Achievements - 89 Published Articles (2009-2024)

01

02

03

04

Park HY, Lim Y-j, Jung M.

Sathiyamoorthy S, Heo SH, Park B, Shin Y.
Genome of Raphanus sativus L. Bakdal, an
elite line of large cultivated Korean radish.
Front Genet. 2024 Jan 18;15:2024.

doi: 10.3389/fgene.2024.1328050.

Noh ES, Subramaniyam S, Cho S, Kim Y,
Park C, Lee J, Nam B, Shin Y. Genotyping
of Haliotis discus hannai and machine
learning models to predict the heat
resistant phenotype based on genotype.
Front Genet. 2023 Mar 31;14:1151427.
doi: 10.3389/fgene.2023.1151427.

PMID: 37065481.

Jung KW, Kim JO, Jung HJ, Seo SW,
Hong JM, Bai HW & Jo SI. Curve Fitting
Algorithm of Functional Radiation-Re
sponse Data Using Bayesian Hierarchical

Gaussian Process Regression Model. IEEE

Access. 2023 Jan 16; vol. 11, pp. 7109-7116.

doi: 10.1109/ACCESS.2023.3237395.

Malik A, Subramaniyam S, Kim CB,
Manavalan B. SortPred: The first ma-
chine learning based predictor to identify

bacterial sortases and their classes using

05

06

07

sequence-derived information. Comput
Struct Biotechnol J. 2022 Dec 14;20:165-
174. doi: 10.1016/j.csbj.2021.12.014. PMID:
34976319; PMCID: PMC8703055.

Mi XJ, Tran THM, Park HR, Xu XY,
Subramaniyam S, Choi HS, Kim J, Koh

SC, Kim YJ. Immune-enhancing effects of
postbiotic produced by Bacillus velezensis
Kh2-2 isolated from Korea Foods. Food Res
Int. 2022 Feb;152:110911. doi: 10.1016/j.
foodres.2021.110911. PMID: 35181083.

Graf L, Shin YH, Yang JH, Hwang IK, Yoon
HS. Transcriptome analysis reveals the
spatial and temporal differentiation of gene
expression in the sporophyte of Undaria
pinnatifida. Algal Research. 2022 Nov;68,
102883. doi: 10.1016/j.algal.2022.102883.

Kim C, Kim JS, Lee HJ, Seong B, Seo SW,
Son HJ, Jeon JH, Shin YH. Transcriptome
analysis demonstrating the therapeutic
effect of Tenodera angustipennis (Mantidis
Ootheca) extracts on radiation-induced go-
nadal toxicity in mouse testis. Entomologi-
cal Research. 2022 Jul 20; 52(7), 319-326.

08

09

10

doi: 10.1111/1748-5967.12604.

Kwon YI, Lee JY, Park JH, Kim YM, Kim SH,
Won YJ, Kim HY. Osteoporosis Pre-Screen-
ing Using Ensemble Machine Learning in
Postmenopausal Korean Women. Health-
care. 2022 Jun 11; 10(6), 1107. doi: 10.3390/
healthcare10061107. PMID: 35742158;
PMCID: PMC9222287.

Lee CW, Cheon KS, Shin YJ, Oh HJ, Jeong
YM, Jang H, Park YC, Kim KY, Cho HC, Won
YJ, Baek JH, Cha YS, Kim SL, Kim KH, Ji
HS. Development and Application of a Tar-
get Capture Sequencing SNP-Genotyping
Platform in Rice. Genes. 2022 Apr 28;13(5),
794. doi: 10.3390/genes13050794. PMID:
35627177; PMCID: PMC9141132.

Shin GH, Hong JM, Park SW, Kang BC, Lee
BM. Visualization for Integrated Analysis of
Multi-Omics Data by Harmful Substances
Exposed to Human. Journal of Korea Multi-
media Society. 2022 Dec; 25:2.

1

12

13

14

Shin GH, Hong JM, Park SW. Novel data
archival system for multi omics data of
human exposure to harmful substances.
Molecular & Cellular Toxicology. 2022 Feb
25;18.

Noh ES, Kang BC, Kim J, Jeon JH, Kim YO,
Byun SG, Kim WJ, Nam BH. Draft As-
sembled Genome of Walleye Pollock
(Gadus chalcogrammus). Front Marin.
2022 Feb 16; 9:744941. Doi: 10.3389/
fmars.2022.744941.

Shin Y, Noh ES, Jeon JH, Shin GH, Kim
EM, Kim YO, Kim H, Jung H, Nam BH.
First Draft Genome of a Mud Loach (Mis
gurnus mizolepis) in the Family Cobiti
dae. Front Marin. 2022 Jan 3;8:1913. doi:
10.3389/fmars.2021.799148.

Jo S, Seo S, Jung K, Bai H. Radiation
response data analysis using Bayesian
nonparametric regression models with
shape-restriction. J Kor Data & Infor. Sci.
Soc. 2021; 32:1295.
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15

16

17

Lee SC, Lee JW, Lee DH, Huh MJ, Nam

I, Park JH, Jung M, Park IK. Identification
of Sex Pheromone Components of Korean
Dioryctria abietella (Lepidoptera: Pyralidae)
Population and Synergism of Pheromone
and Pine Cone Volatile Blends. J Econ
Entomol. 2021 Dec 1:toab227. doi: 10.1093/
jeef/toab227. Epub ahead of print. PMID:
34865067.

Song K, Shin Y, Jung M, Subramani

yam S, Lee KP, Oh EA, Jeong JH, Kim JG.
Chromosome-Scale Genome Assemblies
of Two Korean Cucumber Inbred Lines.
Front Genet. 2021 Nov 19;12:733188.
doi: 10.3389/fgene.2021.733188. PMID:
34868208; PMCID: PMC8640492.

Xuan B, Park J, Choi S, You |, Nam BH,
Noh ES, Kim EM, Song MY, Shin Y, Jeon
JH, Kim EB. Draft genome of the Korean
smelt Hypomesus nipponensis and its
transcriptomic responses to heat stress in
the liver and muscle. G3 (Bethesda). 2021
Sep 6;11(9):jkab147. doi: 10.1093/g3jour-
nal/jkab147. PMID: 33944944; PMCID:
PMC8496316.

18

19

20

Shin Y, Subramaniyam S, Chun JM, Jeon
JH, Hong JM, Jung H, Seong B, Kim C. Ge-
nome-Wide Differential Methylation Profiles
from Two Terpene-Rich Medicinal Plant Ex-
tracts Administered in Osteoarthritis Rats.
Plants (Basel). 2021 Jun 2;10(6):1132. doi:
10.3390/plants10061132. PMID: 34199631,
PMCID: PMC8227118.

Yu GE, Shin'Y, Subramaniyam S, Kang

SH, Lee SM, Cho C, Lee SS, Kim CK.
Machine learning, transcriptome, and
genotyping chip analyses provide insights
into SNP markers identifying flower color
in Platycodon grandiflorus. Sci Rep. 2021
Apr 13;11(1):8019. doi: 10.1038/s41598-
021-87281-0. PMID: 33850210; PMCID:
PMC8044237.

Kim S, Subramaniyam S, Jung M, Oh EA,
Kim TH, Kim JG. Genome Resource of
Podosphaera xanthii, the Host-Specific
Fungal Pathogen That Causes Cucurbit
Powdery Mildew. Mol Plant Microbe Inter-
act. 2021 Apr;34(4):457-459. doi: 101094/
MPMI-11-20-0307-A. Epub 2021 Mar 3.
PMID: 33264046.

21

22

23

Kang SH, Pandey RP, Lee CM, Sim JS,
Jeong JT, Choi BS, Jung M, Ginzburg D,
Zhao K, Won SY, Oh TJ, Yu 'Y, Kim NH, Lee
OR, Lee TH, Bashyal P, Kim TS, Lee WH,
Hawkins C, Kim CK, Kim JS, Ahn BO, Rhee
SY, Sohng JK. Genome-enabled discovery

of anthraquinone biosynthesis in Senna

tora. Nat Commun. 2020 Nov 18;11(1):5875.

doi: 10.1038/s41467-020-19681-1. Erratum
in: Nat Commun. 2021 Mar 8;12(1):1665.
PMID: 33208749; PMCID: PMC7674472.

Graf L, Shin Y, Yang JH, Choi JW, Hwang
IK, Nelson W, Bhattacharya D, Viard F, Yoon
HS. A genome-wide investigation of the
effect of farming and human-mediated
introduction on the ubiquitous seaweed
Undaria pinnatifida. Nat Ecol Evol. 2021
Mar;5(3):360-368. doi: 10.1038/s41559-
020-01378-9. Epub 2021 Jan 25. PMID:
33495590; PMCID: PMC7929912.

Seo D, Cho S, Manjula P, Choi N, Kim YK,
Koh YJ, Lee SH, Kim HY, Lee JH. Identifica-
tion of Target Chicken Populations by Ma-
chine Learning Models Using the Minimum
Number of SNPs. Animals (Basel). 2021

24

25

Jan 19;11(1):241. doi: 10.3390/ani11010241.
PMID: 33477975; PMCID: PMC7835996.

Lee JH, Jung M, Shin Y, Subramani

yam S, Kim IW, Seo M, Kim MA, Kim SH,
Hwang J, Choi EH, Hwang UW, Hwang JS.
Draft Genome of the Edible Oriental Insect
Protaetia brevitarsis seulensis. Front Genet.
2021 Jan 13;11:593994. doi: 10.3389/
fgene.2020.593994. PMID: 33519896;
PMCID: PMC7838600.

Jeong GY, Park MK, Choi HJ, An HW, Park
YU, Choi HJ, Park J, Kim HY, Son T, Lee H,
Min KW, Oh YH, Le e JY, Kong G. NSD3-In-
duced Methylation of H3K36 Activates
NOTCH Signaling to Drive Breast Tumor
Initiation and Metastatic Progression.
Cancer Res. 2021 Jan 1;81(1):77-90. doi:
10.1158/0008-5472.CAN-20-0360. Epub
2020 Sep 23. PMID: 32967925.
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27

28

Chun JM, Lee AY, Nam JY, Lee MY, Choe
MS, Lim KS, Kim C, Kim JS. Protective
effects of Phlomis umbrosa extract on a
monosodium iodoacetate-induced oste-
oarthritis model and prediction of molec-
ular mechanisms using transcriptomics.
Phytomedicine. 2021 Jan;81:153429. doi:
10.1016/j.phymed.2020.153429. Epub 2020
Dec 1. PMID: 33310311.

Kim JS, Shin IS, Shin NR, Nam JY,

Kim C. Genome wide analysis of DNA
methylation and gene expression

changes in an ovalbumin induced asth-
ma mouse model. Mol Med Rep. 2020
Sep;22(3):1709-1716. doi: 10.3892/
mmr.2020.11245. Epub 2020 Jun 17. PMID:
32705270; PMCID: PMC7411290.

Hwang SD, Hwang JY, Sohn S, Kim SM,
Kim SR, Kim KI, Kwon MG, Jung M, Lee KY,
Kang BC, Seo JS. Genome data of shrimp
acute hepatopancreatic necrosis disease
causative Vibrio parahaemolyticus strains
isolated from South Korea aquaculture
farms. Data Brief. 2020 May 13;31:105697.
doi: 10.1016/j.dib.2020.105697. PMID:
32509934; PMCID: PMC7264491.

29

30

31

32

Kim DH, Kim WD, Kim SK, Moon
DH, Lee SJ. TGF-B1-mediated repression
of SLC7A11 drives vulnerability to GPX4

inhibition in hepatocellular carcinoma cells.

Cell Death Dis. 2020 May 29;11(5):406.
doi: 10.1038/s41419-020-2618-6. PMID:
32471991; PMCID: PMC7260246.

Lee JE, Jung M, Lee SC, Huh MJ, Seo

SM, Park IK. Antibacterial mode of action
of trans-cinnamaldehyde derived from
cinnamon bark (Cinnamomum verum)
essential oil against Agrobacterium tu-
mefaciens. Pestic Biochem Physiol. 2020
May;165:104546. doi: 10.1016/j.pest-
bp.2020.02.012. Epub 2020 Feb 19. PMID:
32359541.

Kim HY, Choi HJ, Lee JY, Kong G. Cancer
Target Gene Screening: a web application
for breast cancer target gene screening
using multi-omics data analysis. Brief Bio-
inform. 2020 Mar 23;21(2):663-675. doi:
10.1093/bib/bbz003. PMID: 30698638.

Boopathi V, Subramaniyam S, Mathi
yalagan R, Yang DC. Till 2018: a survey of

biomolecular sequences in genus Panax.

33

34

35

J Ginseng Res. 2020 Jan;44(1):33-43.
doi: 10.1016/j.jgr.2019.06.004. Epub
2019 Jun 20. PMID: 32095095; PMCID:
PMC7033366.

Kyeong D, Kim J, Shin Y, Subramaniyam

S, Kang BC, Shin EH, Park EH, Noh ES, Kim
YO, Park JY, Nam BH. Expression of Heat
Shock Proteins in Thermally Challenged
Pacific Abalone Haliotis discus hannai.
Genes (Basel). 2019 Dec 23;11(1):22. doi:
10.3390/genes11010022. PMID: 31878084,
PMCID: PMC7016835.

Subramaniyam S, Bae S, Jung M, Shin

Y, Oh JH. The transcriptome data from the
leaves of four Papaver species captured
at the plant’s three developmental life
cycles. Data Brief. 2019 Dec 7;28:104955.
doi: 10.1016/j.dib.2019.104955. PMID:
31890797; PMCID: PMC6926128.

Liyanage DS, Oh M, Omeka WKM, Wan

Q, Jin CN, Shin GH, Kang BC, Nam BH,

Lee J. First Draft Genome Assembly of
Redlip Mullet (Liza haematocheila) From
Family Mugilidae. Front Genet. 2019 Dec
3;10:1246. doi: 10.3389/fgene.2019.01246.

36

37

PMID: 31850083; PMCID: PMC6902644.

Kim S, Jung M, Oh EA, Ho Kim T, Kim JG.
Mitochondrial genome of the Podosphaera
xanthii: a plant pathogen causes powdery
mildew in cucurbits. Mitochondrial DNA B
Resour. 2019 Nov 20;4(2):4172-4173. doi:
10.1080/23802359.2019.1618209. PMID:
33366368; PMCID: PMC7687534.

Choi HJ, Jin S, Cho H, Won HY, An HW,
Jeong GY, Park YU, Kim HY, Park MK, Son
T, Min KW, Jang KS, Oh YH, Lee JY, Kong
G. CDK12 drives breast tumor initiation
and trastuzumab resistance via WNT and
IRS1-ErbB-PI3K signaling. EMBO Rep.
2019 Oct 4;20(10):e48058. doi: 10.15252/
embr.201948058. Epub 2019 Aug 30.
PMID: 31468695; PMCID: PMC6776914.
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39

40

Kang MJ, Shin AY, Shin Y, Lee SA, Lee HR,
Kim TD, Choi M, Koo N, Kim YM, Kyeong D,
Subramaniyam S, Park EJ. Identification of
transcriptome-wide, nut weight-associated
SNPs in Castanea crenata. Sci Rep. 2019
Sep 11;9(1):13161. doi: 10.1038/s41598-
019-49618-8. PMID: 31511588; PMCID:
PMC6739505.

Kim HY, Choi BH, Oh T, Kang BC. SNP
marker selection for dog breed identifica-
tion from genotypes of high-density SNP
array and machine learning. J Agri Lif Sci.
2019 Aug 6;53:(4)93-101. D0i:10.14397/
jals.201953.4.93.

Lee SC, Kwon JH, Cha DJ, Kim DS, Lee

DH, Seo SM, Lee HR, Huh MJ, Jung M, Park
IK. 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. J Econ Entomol. 2019
Aug 3;112(4):1752-1759. doi: 10.1093/jee/
t0z079. PMID: 31009531.

41

42

43

Lee JY, Joo HS, Choi HJ, Jin S, Kim HY,
Jeong GY, An HW, Park MK, Lee SE, Kim
WS, Son T, Min KW, Oh YH, Kong G. Role of
MEL-18 Amplification in Anti-HER2 Therapy
of Breast Cancer. J Natl Cancer Inst. 2019
Jun 1;111(6):609-619. doi: 10.1093/jnci/
djy151. PMID: 30265336.

Boopathi V, Subramaniyam S, Malik A,
Lee G, Manavalan B, Yang DC. mACPpred:
A Support Vector Machine-Based Me-
ta-Predictor for Identification of Anti-
cancer Peptides. Int J Mol Sci. 2019 Apr

22:20(8):1964. doi: 10.3390/ijms20081964.

PMID: 31013619; PMCID: PMC6514805.

Nam BH, Yoo D, Kim YO, Park JY, Shin

Y, Shin GH, Park CI, Kim H, Kwak W. Whole
genome sequencing reveals the impact of
recent artificial selection on red sea bream
reared in fish farms. Sci Rep. 2019 Apr
24:9(1):6487. doi: 10.1038/s41598-019-
42988-z. Erratum in: Sci Rep. 2020 Jan
28;10(1):1625. PMID: 31019228; PMCID:
PMC6482192.

44

45

46

47

Shin GH, Shin Y, Jung M, Hong JM, Lee

S, Subramaniyam S, Noh ES, Shin EH,
Park EH, Park JY, Kim YO, Choi KM, Nam
BH, Park CI. First Draft Genome for Red
Sea Bream of Family Sparidae. Front
Genet. 2018 Dec 12;9:643. doi: 10.3389/
fgene.2018.00643. PMID: 30619468; PM-
CID: PMC6299066.

Kim D,Jung M,Ha lJ, Lee MY, Lee SG, Shin
Y, Subramaniyam S, Oh J. Transcriptional
profiles of secondary metabolite biosyn-
thesis genes and cytochromes in the leaves
of four Papaver Species. Data 2018 Nov
28;3(4):55. Doi: 10.3390/data3040055.

Kim JY, Lim HY, Shin SE, Cha HK, Seo JH,
Kim SK, Park SH, Son GH. Comprehensive
transcriptome analysis of Sarcophaga
peregrina, a forensically important fly spe-
cies. Sci Data. 2018 Nov 6;5:180220. doi:
10.1038/sdata.2018.220. PMID: 30398471,
PMCID: PMC6219405.

Baek SJ, Chun JM, Kang TW, Seo YS,
Kim SB, Seong B, Jang Y, Shin GH, Kim C.

Identification of Epigenetic Mechanisms

48

49

Involved in the Anti-Asthmatic Effects of
Descurainia sophia Seed Extract Based on
a Multi-Omics Approach. Molecules. 2018
Nov 5;23(11):2879. doi: 10.3390/mole-
cules23112879. PMID: 30400597; PMCID:
PMC6278437.

Shin Y, Jung M, Shin GH, Jung HJ, Baek
SJ, Lee GY, Kang BC, Shim J, Hong JM,
Park JY, An CM, Kim YO, Noh JK, Kim

JW, Nam BH, Park ClI. First draft ge-

nome sequence of the rock bream in the
family Oplegnathidae. Sci Data. 2018 Oct
23;5:180234. doi: 10.1038/sdata.2018.234.
PMID: 30351299; PMCID: PMC6198749.

Oh J, Shin Y, Ha IJ, Lee MY, Lee SG, Kang
BC, Kyeong D, Kim D. Transcriptome
Profiling of Two Ornamental and Medicinal
Papaver Herbs. Int J Mol Sci. 2018 Oct
16;19(10):3192. doi: 10.3390/ijms19103192.
PMID: 30332811; PMCID: PMC6213990.
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50

51

52

Jung D, Seo EY, Owen JS, Aoi Y, Yong

S, Lavrentyeva EV, Ahn TS. Application
of the filter plate microbial trap (FPMT),
for cultivating thermophilic bacteria from
thermal springs in Barguzin area, eastern
Baikal, Russia. Biosci Biotechnol Bio-
chem. 2018 Sep;82(9):1624-1632. doi:
10.1080/09168451.2018.1482194. Epub
2018 Jun 8. PMID: 29882485.

Lee HR, Lee SC, Lee DH, Jung M, Kwon
JH, Huh MJ, Kim DS, Lee JE, Park IK. I[den-
tification of Aggregation-Sex Pheromone
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