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I Studies & Books

[Research Paper]
1. Benchmark database for process optimization and quality control of clinical cancer panel sequencing. (Biotechnology and Bioprocess Engineering,
2019)

2_ Performance evaluation of commercial library construction kits for PCR-based targeted sequencing using a unigue molecular identifier. (BMC
Genomics., 2019)

3.Clinical Targeted Next-Generation sequencing Panels for Detection of Somatic Variants in Gliomas. (Cancer Res Treat, 2019)
4. Bridging Genomics and Phenomics of Gastric Carcinoma. (Int J Cancer. , 2019)

5. Genomic common data model (G-CDM) for seamless interoperation of biomedical data in clinical practice without privacy issue: Retrospective
study. (J Med Internet Res. , 2019)

6. Utility of targeted deep sequencing for detecting circulating tumor DNA in pancreatic cancer patients. (Sci Rep. , 2018)

7. SIDR: simultaneous isolation and parallel sequencing of genomic DNA and total RNA from single cells. (Genome Res. , 2018)

8. Performance evaluation method for read mapping tool in clinical panel sequencing. (Genes Genomics. . 2018)

9. Prevalence and detection of low-allele-fraction variants in clinical cancer samples. (Nat Commun. , 2017) 10. Circulating tumor DMNA shows variable
clonal response of breast cancer during neoadjuvant chemotherapy. (Oncotarget. , 2017)

11. A method to evaluate the quality of clinical gene-panel sequencing data for single nucleotide variant detection. (J Mol Diagn. . 2017)

12. Characterization of background noise in capture-based targeted Sequencing data. (Genome Biol., 2017)

13. Nonlinear tumor evolution from dysplastic nodules to hepatocellular carcinoma. (Oncotarget. , 2017)

14. Vertical Magnetic Separation of Circulating Tumor Cells and Somatic Genomic-Alteration Analysis in Lung Cancer Patients. (Sci Rep. . 2016) Nov
28.6:37392.

15. Analysis of intra-patient heterogeneity uncovers the microevolution of Middle East respiratory syndrome coronavirus. (Cold Spring Harb Mol Case
Stud., 2016)

16. The minimal amount of starting DNA for Agilent’s hybrid capture-based targeted massively parallel sequencing. (Sci Rep. . 2016)



17. Targeted sequencing from endoscopic ultrasound-guided fine needle aspirates of pancreatic ductal adenocarcinoma. (Proceedings of the 107th
Annual Meeting of the American Association for Cancer Research: , 2016)

18. Practical approach to determine sample size for building logistic prediction models using high-throughput data. () Biomed Inform. , 2015)
Feb:53:355-62.

19. Synthetic lethal screening reveals FGFR as one of the tcombinatorial targets to overcome resistance to Met-targeted therapy. (Oncogene. , 2015)
20. Prediction of a time-to-event trait using genome wide SNP data. (BMC Bioinformatics. . 2013)

21. Selecting SNPs for pharmacogenomic association study. (Int J Data Min Bicinform. , 2012)

22. Pharmacogenomics-Based Drug Response Prediction Model for Acute Myeloid Leukemia with Normal Karyotype. (Blood. , 2010)

23. Recurrence Prediction Using Clinical Factors in Non-Small-Cell Lung cancer after Curative Resection. (J Korean Med Sci. , 2009)

24. Prediction of Recurrence-Free Survival in Postoperative NSCLC Patients—a Useful Prospective Clinical Practice. (Clin. Cancer Res. , 2008)

25. Prediction of lymph node metastasis using the combined criteria of helical CT and mRMA expression profiling for non-small cell lung cancer (Lung
Cancer, 2008)

26. Clinical validity of the Lung Cancer Biomarkers Identified by Bioinformatics Analysis of Public Expression Data. (Cancer Research, 2007)
27. Identification of differentially expressed genes in microsatellite stable HNPCC and sporadic colon cancer. (Journal of Surgical Research, 2008)
28. Gene expression profiling for the prediction of lymph node metastasis in patients with cervical cancer. (Cancer Science , 2007)

29. The Signature from Messenger RNA Expression Profiling Can Predict Lymph Node Metastasis with High Accuracy for Non-small Cell Lung Cancer
(Journal of Thoracic Oncology, 2006)

30. Prognostic Significance of §-Catenin in Colorectal Cancer with Liver Metastasis, (Clinical Oncology , 2006)

31. Elevated activities of MMP-2 in the non—tumorous lung tissues of curatively resected stage | NSCLC patients are associated with tumor recurrence
and a poor survival (Journal of Surgical Oncology, 2007)

31. Elevated activities of MMP-2 in the non-tumorous lung tissues of curatively resected stage | NSCLC patients are associated with tumor recurrence
and a poor survival. (Journal of Surgical Oncology, 2007)

32 M7 B AM EH Q4 SHA0| 22 M| Z Matrix Metalloproteinase—2 S0 M2 22 2 o=, (HEHEFL2)2t3tE]2] 2005)
33 7HHO|E SEIS A SR Y S 2 2HH0] S| HiEt-FHE] 2, (CHSHHEE-2E=]2] |, 2004)
34. RASSF1A is not appropriate as an Early Detection Marker or a Prognostic Marker for Non-small Cell Lung Cancer (NSCLC), (Int. ). Cancer:, 2005)

35. Association between RASSF1A methylation and clinicopathological factors in patients with Squamous Cell Carcinoma of Lung, ([HSHES#YSE7|
A8EF|2|, 57 2004)

36. Prognostic significance of E-cadherin and b-catenin in resected stage I non-small cell lung cancer. (European Journal of Cardio-thoracic Surgery
24.,2003)

| others

[Patents]

i n el

Method for generating distribution of background allele frequency for sequencing data obtained from cell-free nucleic acid and method for detecting
mutation from cell-free nucleic acid using the same.

1. [2017] RMZ U0 2RE 58 HE 4 H|0[E0] [T 8iZ THEelAe| vie Z 28 ddst= U 3l 0|12 018510 RH|E HUO22F HO|S HEst= Y-

2. [2016] AMICH St MY 245 215t 2lo[=2]2]e] SR-HE £F5H= W : Method for measuring library complexity for next generation sequencing.
3. [2016] Ho| HE BA|2| 412 ZA oft ol &3] Method and apparatus for determining the reliability of variant detection markers.
4. [2016] AlBS| 23t 2F HEE 2445H= 2 L 3| ; Method for analyzing cross-contamination of samples and apparatus using the same method.

5. [2013] SY 23T 2HE0{Z bootstrap sample2] 24 permutation W ; Approximate permutation method for bootstrap samples that are
chosen the same population.

6. [2013] c-Met A8 FUH| 50| 0= Y ; Biomarker for predicting effect of an anti-c-Met antibody-

7.[2013] HIZ2E 18-S 95 00| 2 202|0] H|o|5 2] 224 M= | Empincal Sample Size Calculation Method for Prediction Modeling with
Microarray data.



8. [2012] Cancer heterozygosityS 0|83t AAZAME 2R E £ZYY | The method of detection for the normal contamination of NGS using loss of
heterozygosity in cancer.

9. [2012] 742! GHHE 0|85t A=K MF AlZE L s Method and apparatus for analyzing gene information for treatment decision.
10. [2012] |44 H2| olE oA 5 45 ¥ O [aAIE 2| S8 @' ; Method and apparatus for analyzing personalized multi-OMICS data.

11. [2012] & c-Met BAH|2] agonism EHE ¢
and drug screening method using thereof.

|5t GHAe 0|5 0185t Adeld '™ ; Genes inducing agonistic effects by anti-c-Met antibody treatment

12. [2010] B8t A2 H7] 27 W 2 O] H B3 8 AL

13. [2010] 24 E4d S E 2A9| AERRIY U2 S olEs| 95t 7|E Y 88 | Kit and method for anticipating cytarabine sensitivity of patient having
acute myeloid leukemia.

14.[2010] SNPEOIEBSHHIZ0S 22 3 W 2 43|

15 [2010] ORAJOF 2155 FE5t= 07 2 19| 85

16.[2009] Clo| T 20{20|2| 22 24 ¢

17 [2009] Oto|3 20{2i|0|2| H|o|Ef ALte| 23| S HESt= U U &3 : Method and apparatus for detecting position of data spot on microarray-
18. [2009] 0PO|220{3[0] 2 00|320{20] LIS E Z4st= Y

19. [2000] F214| OF7{2| = &b 2 Z3]

20. [2008] 7ol S| E& 22| i 2 #A| ; Method and apparatus for integrated personal genome management. (P20080137164(KR),

21. [2007] FEA EEIHE 0|3 T M oS U
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