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PRINT SCHOLARSHIP — (* - Corresponding author)

1. FanYS, SasiR, Lee C, Court D, Lin CC. Mapping of 50 cosmid clones isolated from a flow-
sorted human X chromosome library by fluorescence in situ hybridization. Genomics. 1992
Oct;14(2):542-5.

2. FanYS, Sasi R, Lee C, Winter JS, Waterman MR, Lin CC. Localization of the human CYP17
gene (cytochrome P450(17 aplha) to 10924.3 by fluorescence in situ hybridization and
simultaneous chromosome banding. Genomics. 1992 Dec;14(4):1110-1.
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13.

14.

15.

Vamvakopoulos NC, Griffin CA, Hawkins AL, Lee C, Chrousos GP, Jabs EW. Mapping the
intron-containing human hsp90 alpha (HSPCAL4) gene to chromosome band 14q32. Cytogenet
Cell Genet. 1993;64(3-4):224-6.

Lee C, Sasi R, Lin CC. Interstitial localization of telomeric DNA sequences in the Indian muntjac
chromosomes: further evidence for tandem chromosome fusions in the karyotypic evolution of the
Asian muntjacs. Cytogenet Cell Genet. 1993;63(3):156-9.

Lin CC, Sasi R, Lee C, Fan YS, Court D. Isolation and identification of a novel tandemly repeated
DNA sequence in the centromeric region of human chromosome 8. Chromosoma. 1993
May;102(5):333-9.

Lee C, Ritchie DB, Lin CC. A tandemly repetitive, centromeric DNA sequence from the Canadian
woodland caribou (Rangifer tarandus caribou): its conservation and evolution in several deer
species. Chromosome Res. 1994 Jul;2(4):293-306.

Lee C, Li X, Jabs EW, Court D, Lin CC. Human gamma X satellite DNA: an X chromosome
specific centromeric DNA sequence. Chromosoma. 1995 Nov;104(2):103-12.

Lee C, Lin CC. Conservation of a 31-bp bovine subrepeat in centromeric satellite DNA monomers
of Cervus elaphus and other cervid species. Chromosome Res. 1996 Sep;4(6):427-35.

Lee C, Court DR, Cho C, Haslett JL, Lin CC. Higher-order organization of subrepeats and the
evolution of cervid satellite | DNA. J Mol Evol. 1997 Mar;44(3):327-35.

Lee C, Wevrick R, Fisher RB, Ferguson-Smith MA, Lin CC. Human centromeric DNAs. Hum
Genet. 1997 Sep;100(3-4):291-304.

*Lee C, Griffin DK, O'Brien PC, Yang F, Lin CC, Ferguson-Smith MA. Defining the anatomy of
the Rangifer tarandus sex chromosomes. Chromosoma. 1998 Mar;107(1):61-9.

Mills W, Critcher R, Lee C, Farr CJ. Generation of an approximately 2.4 Mb human X
centromere-based minichromosome by targeted telomere-associated chromosome fragmentation in
DT40. Hum Mol Genet. 1999 May;8(5):751-61.

Lee C, Stanyon R, Lin CC, Ferguson-Smith MA. Conservation of human gamma-X centromeric
satellite DNA among primates with an autosomal localization in certain Old World monkeys.
Chromosome Res. 1999;7(1):43-7.

Li YC, Lee C, Sanoudou D, Hseu TH, Li SY, Lin CC. Interstitial colocalization of two cervid
satellite DNAs involved in the genesis of the Indian muntjac karyotype. Chromosome Res.
2000;8(5):363-73.

Li YC, Lee C, Hseu TH, Li SY, Lin CC. Direct visualization of the genomic distribution and
organization of two cervid centromeric satellite DNA families. Cytogenet Cell Genet. 2000;89(3-
4):192-8.
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Guo L, Schreiber TH, Weremowicz S, Morton CC, Lee C, Zhou J. Identification and
characterization of a novel polycystin family member, polycystin-L2, in mouse and human:
sequence, expression, alternative splicing, and chromosomal localization. Genomics. 2000 Mar
15;64(3):241-51.

Lee C, Critcher R, Zhang JG, Mills W, Farr CJ. Distribution of gamma satellite DNA on the
human X and Y chromosomes suggests that it is not required for mitotic centromere function.
Chromosoma. 2000 Sep;109(6):381-9.

*Lee C, Murray MF, Miron PM, Marsden D, Irons M, Wilkins-Haug LE, Morton CC. Clinical
picture: Multicolour karyotyping. Lancet. 2001 Apr 21;357(9264):1240.

Lee C, Gisselsson D, Jin C, Nordgren A, Ferguson DO, Blennow E, Fletcher JA, Morton CC.
Limitations of chromosome classification by multicolor karyotyping. Am J Hum Genet. 2001
Apr;68(4):1043-7. PMCID: PMC1275623

Hong YK, Kim DH, Beletskii A, Lee C, Memili E, Strauss WM. Development of two bacterial
artificial chromosome shuttle vectors for a recombination-based cloning and regulated expression
of large genes in mammalian cells. Anal Biochem. 2001 Apr 1;291(1):142-8.

Lee C, Rens W, Yang F. Multicolor Fluorescence In Situ Hybridization (FISH) approaches for
simultaneous analysis of the entire human genome. Curr Protoc Hum Genet. 2001 May; Chapter
4:Unit 4.9.

Lee C, Fowler DJ, Lemyre E, Sandstrom MM, Holmes LB, Morton CC. Prenatal diagnosis and
molecular cytogenetics in a case of partial trisomy 14 and monosomy 21. Am J Med Genet. 2001
May 1;100(3):246-50.

Qin X, Miwa T, Aktas H, Gao M, Lee C, Qian YM, Morton CC, Shahsafaei A, Song WC,
Halperin JA. Genomic structure, functional comparison, and tissue distribution of mouse Cd59a
and Cd59b. Mamm Genome. 2001 Aug;12(8):582-9.

Alagramam KN, Yuan H, Kuehn MH, Murcia CL, Wayne S, Srisailpathy CR, Lowry RB, Knaus
R, Van Laer L, Bernier FP, Schwartz S, Lee C, Morton CC, Mullins RF, Ramesh A, Van Camp G,
Hageman GS, Woychik RP, Smith RJ. Mutations in the novel protocadherin PCDH15 cause Usher
syndrome type 1F. Hum Mol Genet. 2001 Aug 1;10(16):1709-18. Erratum in: Hum Mol Genet
2001 Oct 15;10(22):2603.

Robertson NG, Resendes BL, Lin JS, Lee C, Aster JC, Adams JC, Morton CC. Inner ear
localization of MRNA and protein products of COCH, mutated in the sensorineural deafness and
vestibular disorder, DFNA9. Hum Mol Genet. 2001 Oct 15;10(22):2493-500.

Sharpless NE, Ferguson DO, O'Hagan RC, Castrillon DH, Lee C, Farazi PA, Alson S, Fleming J,
Morton CC, Frank K, Chin L, Alt FW, DePinho RA. Impaired nonhomologous end-joining
provokes soft tissue sarcomas harboring chromosomal translocations, amplifications, and
deletions. Mol Cell. 2001 Dec;8(6):1187-96.
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*Lee C, Lemyre E, Miron PM, Morton CC. Multicolor fluorescence in situ hybridization in
clinical cytogenetic diagnostics. Curr Opin Pediatr. 2001 Dec;13(6):550-5.

Zhu C, Mills KD, Ferguson DO, Lee C, Manis J, Fleming J, Gao Y, Morton CC, Alt FW.
Unrepaired DNA breaks in p53-deficient cells lead to oncogenic gene amplification subsequent to
translocations. Cell. 2002 Jun 28;109(7):811-21.

Picker JD, Cox GF, Fan YS, Fowler DJ, Weremowicz S, Morton CC, *Lee C. Multicolor
karyotypic interpretation of a heterochromatin-associated marker chromosome in a dysmorphic
girl with developmental delay. Am J Med Genet. 2002 Jul 15;110(4):393-6.

Vaziri C, Saxena S, Jeon Y, Lee C, Murata K, Machida Y, Wagle N, Hwang DS, Dutta A. A p53-
dependent checkpoint pathway prevents rereplication. Mol Cell. 2003 Apr;11(4):997-1008.
Erratum in: Mol Cell. 2003 May;11(5):1415.

Paw BH, Davidson AJ, Zhou Y, Li R, Pratt SJ, Lee C, Trede NS, Brownlie A, Donovan A, Liao
EC, Ziai JM, Drejer AH, Guo W, Kim CH, Gwynn B, Peters LL, Chernova MN, Alper SL, Zapata
A, Wickramasinghe SN, Lee MJ, Lux SE, Fritz A, Postlethwait JH, Zon LI. Cell-specific mitotic
defect and dyserythropoiesis associated with erythroid band 3 deficiency. Nat Genet. 2003
May;34(1):59-64.

Bassing CH, Suh H, Ferguson DO, Chua KF, Manis J, Eckersdorff M, Gleason M, Bronson R, Lee
C, Alt FW. Histone H2AX: a dosage-dependent suppressor of oncogenic translocations and
tumors. Cell. 2003 Aug 8;114(3):359-70.

Wilkinson K, Velloso ER, Lopes LF, Lee C, Aster JC, Shipp MA, Aguiar RC. Cloning of the
t(1;5)(g23;933) in a myeloproliferative disorder associated with eosinophilia: involvement of
PDGFRB and response to imatinib. Blood. 2003 Dec 1;102(12):4187-90.

Masumori N, Tsuchiya K, Tu WH, Lee C, Kasper S, Tsukamoto T, Shappell SB, Matusik RJ. An
allograft model of androgen independent prostatic neuroendocrine carcinoma derived from a large
probasin promoter-T antigen transgenic mouse line. J Urol. 2004 Jan;171(1):439-42.

Rooney S, Sekiguchi J, Whitlow S, Eckersdorff M, Manis JP, Lee C, Ferguson DO, Alt FW.
Artemis and p53 cooperate to suppress oncogenic N-myc amplification in progenitor B cells. Proc
Natl Acad Sci USA. 2004 Feb 24;101(8):2410-5. PMCID: PMC356964

*Lee C, Smith A. Molecular cytogenetic methodologies and a bacterial artificial chromosome
(BAC) probe panel resource for genomic analyses in zebrafish. Methods Cell Biol. 2004;77:241-
54.

Poss KD, Nechiporuk A, Stringer KF, Lee C, Keating MT. Germ cell aneuploidy in zebrafish with
mutations in the mitotic checkpoint gene mpsl. Genes Dev. 2004 Jul 1;18(13):1527-32. PMCID:
PMC443515

lafrate AJ, Feuk L, Rivera MN, Listewnik ML, Donahoe PK, Qi Y, Scherer SW, *Lee C.
Detection of large-scale variation in the human genome. Nat Genet. 2004 Sep;36(9):949-51.
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Roberts AE, Irons MB, Kimonis VE, Mulliken JB, Morton CC, *Lee C, Listewnik M. Description
of a case of distal 2p trisomy by array-based comparative genomic hybridization: a high resolution
genome-wide investigation for chromosomal aneuploidy in a single assay. Am J Med Genet A.
2004 Oct 1;130A(2):204-7.

Ligon AH, Morton CC, Bieber FR, Fletcher JA, Giersch AB, Lee C, Sandstrom M, Weremowicz
S, Xiao S, Dal Cin P. Reporting of diagnostic cytogenetic results. Curr Protoc Hum Genet. 2004
Nov;Appendix 1:Appendix 1D.

Patton EE, Widlund HR, Kutok JL, Kopani KR, Amatruda JF, Murphey RD, Berghmans S,
Mayhall EA, Traver D, Fletcher CD, Aster JC, Granter SR, Look AT, Lee C, Fisher DE, Zon L1I.
BRAF mutations are sufficient to promote nevi formation and cooperate with p53 in the genesis of
melanoma. Curr Biol. 2005 Feb 8;15(3):249-54.

Jeon Y, Bekiranov S, Karnani N, Kapranov P, Ghosh S, MacAlpine D, Lee C, Hwang DS,
Gingeras TR, Dutta A. Temporal profile of replication of human chromosomes. Proc Natl Acad
Sci U S A. 2005 May 3;102(18):6419-24. PMCID: PMC1088349

Klaassens M, van Dooren M, Eussen HJ, Douben H, den Dekker AT, Lee C, Donahoe PK,
Galjaard RJ, Goemaere N, de Krijger RR, Wouters C, Wauters J, Oostra BA, Tibboel D, de Klein
A. Congenital diaphragmatic hernia and chromosome 15026: determination of a candidate region
by use of fluorescent in situ hybridization and array-based comparative genomic hybridization. Am
J Hum Genet. 2005 May;76(5):877-82. PMCID: PMC1199376

Garraway LA, Widlund HR, Rubin MA, Getz G, Berger AJ, Ramaswamy S, Beroukhim R, Milner
DA, Granter SR, Du J, Lee C, Wagner SN, Li C, Golub TR, Rimm DL, Meyerson ML, Fisher
DE, Sellers WR. Integrative genomic analyses identify MITF as a lineage survival oncogene
amplified in malignant melanoma. Nature. 2005 Jul 7;436(7047):117-22.

*Lee C. Vive la difference! Nat Genet. 2005 Jul;37(7):660-1.

Shepard JL, Amatruda JF, Stern HM, Subramanian A, Finkelstein D, Ziai J, Finley KR, Pfaff KL,
Hersey C, Zhou Y, Barut B, Freedman M, Lee C, Spitsbergen J, Neuberg D, Weber G, Golub TR,
Glickman JN, Kutok JL, Aster JC, Zon LI. A zebrafish bmyb mutation causes genome instability
and increased cancer susceptibility. Proc Natl Acad Sci U S A. 2005 Sep 13;102(37):13194-9.
PMCID: PMC1198999

Tomlins SA, Rhodes DR, Perner S, Dhanasekaran SM, Mehra R, Sun XW, Varambally S, Cao X,
Tchinda J, Kuefer R, Lee C, Montie JE, Shah RB, Pienta KJ, Rubin MA, Chinnaiyan AM.
Recurrent fusion of TMPRSS2 and ETS transcription factor genes in prostate cancer. Science.
2005 Oct 28;310(5748):644-8.

Ouahchi K, Lindeman N, *Lee C. Copy number variants and pharmacogenomics.
Pharmacogenomics. 2006 Jan;7(1):25-9.

McCarroll SA, Hadnott TN, Perry GH, Sabeti PC, Zody MC, Barrett JC, Dallaire S, Gabriel SB,
Lee C, Daly MJ, Altshuler DM; International HapMap Consortium. Common deletion
polymorphisms in the human genome. Nat Genet. 2006 Jan;38(1):86-92.
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Kantarci S, Casavant D, Prada C, Russell M, Byrne J, Haug LW, Jennings R, Manning S, Blaise F,
Boyd TK, Fryns JP, Holmes LB, Donahoe PK, Lee C, Kimonis V, Pober BR. Findings from
aCGH in patients with congenital diaphragmatic hernia (CDH): a possible locus for Fryns
syndrome. Am J Med Genet A. 2006 Jan 1;140(1):17-23. PMCID: PMC2891730

Nadeau JH, *Lee C. Genetics: copies count. Nature. 2006 Feb 16;439(7078):798-9.

Cho EK, Tchinda J, Freeman JL, Chung YJ, Cai WW, *Lee C. Array-based comparative genomic
hybridization and copy number variation in cancer research. Cytogenet Genome Res. 2006;115(3-
4):262-72.

Yan CT, Kaushal D, Murphy M, Zhang Y, Datta A, Chen C, Monroe B, Mostoslavsky G, Coakley
K, Gao Y, Mills KD, Fazeli AP, Tepsuporn S, Hall G, Mulligan R, Fox E, Bronson R, De Girolami
U, Lee C, Alt FW. XRCC4 suppresses medulloblastomas with recurrent translocations in p53-
deficient mice. Proc Natl Acad Sci U S A. 2006 May 9;103(19):7378-83. PMCID: PMC1464348

Perry GH, Tchinda J, McGrath SD, Zhang J, Picker SR, Céceres AM, lafrate AJ, Tyler-Smith C,
Scherer SW, Eichler EE, Stone AC, *Lee C. Hotspots for copy number variation in chimpanzees
and humans. Proc Natl Acad Sci U S A. 2006 May 23;103(21):8006-11. PMCID: PMC1472420

van Vlierberghe P, Meijerink JP, Lee C, Ferrando AA, Look AT, van Wering ER, Beverloo HB,
Aster JC, Pieters R. A new recurrent 9934 duplication in pediatric T-cell acute lymphoblastic
leukemia. Leukemia. 2006 Jul;20(7):1245-53.

Freeman JL, Perry GH, Feuk L, Redon R, McCarroll SA, Altshuler DM, Aburatani H, Jones KW,
Tyler-Smith C, Hurles ME, Carter NP, Scherer SW, *Lee C. Copy number variation: new insights
in genome diversity. Genome Res. 2006 Aug;16(8):949-61.

Perner S, Demichelis F, Beroukhim R, Schmidt FH, Mosquera JM, Setlur S, Tchinda J, Tomlins
SA, Hofer MD, Pienta KG, Kuefer R, Vessella R, Sun XW, Meyerson M, Lee C, Sellers WR,
Chinnaiyan AM, Rubin MA. TMPRSS2:ERG fusion-associated deletions provide insight into the
heterogeneity of prostate cancer. Cancer Res. 2006 Sep 1;66(17):8337-41.

Tchinda J, *Lee C. Detecting copy humber variation in the human genome using comparative
genomic hybridization. Biotechniques. 2006 Oct;41(4):385, 387, 389 passim.

Redon R, Ishikawa S, Fitch KR, Feuk L, Perry GH, Andrews TD, Fiegler H, Shapero MH, Carson
AR, Chen W, Cho EK, Dallaire S, Freeman JL, Gonzalez JR, Gratacos M, Huang J,
Kalaitzopoulos D, Komura D, MacDonald JR, Marshall CR, Mei R, Montgomery L, Nishimura K,
Okamura K, Shen F, Somerville MJ, Tchinda J, Valsesia A, Woodwark C, Yang F, Zhang J, Zerjal
T, Zhang J, Armengol L, Conrad DF, Estivill X, *Tyler-Smith C, *Carter NP, Aburatani H, *Lee
C, *Jones KW, *Scherer SW, *Hurles ME. Global variation in copy number in the human
genome. Nature. 2006 Nov 23;444(7118):444-54. PMCID: PMC2669898 *co-senior author

Van Vlierberghe P, van Grotel M, Beverloo HB, Lee C, Helgason T, Buijs-Gladdines J, Passier M,
van Wering ER, Veerman AJ, Kamps WA, Meijerink JP, Pieters R. The cryptic chromosomal
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66.

67.

68.

69.

deletion del(11)(p12p13) as a new activation mechanism of LMO?2 in pediatric T-cell acute
lymphoblastic leukemia. Blood. 2006 Nov 15;108(10):3520-9.

Khaja R, Zhang J, MacDonald JR, He Y, Joseph-George AM, Wei J, Rafig MA, Qian C, Shago M,
Pantano L, Aburatani H, Jones K, Redon R, Hurles M, Armengol L, Estivill X, Mural RJ, Lee C,
Scherer SW, Feuk L. Genome assembly comparison identifies structural variants in the human
genome. Nat Genet. 2006 Dec;38(12):1413-8. PMCID: PMC2674632

Komura D, Shen F, Ishikawa S, Fitch KR, Chen W, Zhang J, Liu G, lhara S, Nakamura H, Hurles
ME, Lee C, Scherer SW, Jones KW, Shapero MH, Huang J, Aburatani H. Genome-wide detection
of human copy number variations using high-density DNA oligonucleotide arrays. Genome Res.
2006 Dec;16(12):1575-84. PMCID: PMC1665641

Fiegler H, Redon R, Andrews D, Scott C, Andrews R, Carder C, Clark R, Dovey O, Ellis P, Feuk
L, French L, Hunt P, Kalaitzopoulos D, Larkin J, Montgomery L, Perry GH, Plumb BW, Porter K,
Rigby RE, Rigler D, Valsesia A, Langford C, Humphray SJ, Scherer SW, Lee C, Hurles ME,
Carter NP. Accurate and reliable high-throughput detection of copy number variation in the human
genome. Genome Res. 2006 Dec;16(12):1566-74. PMCID: PMC1665640

Kim MY, Yim SH, Kwon MS, Kim TM, Shin SH, Kang HM, Lee C, Chung YJ. Recurrent
genomic alterations with impact on survival in colorectal cancer identified by genome-wide array
comparative genomic hybridization. Gastroenterology. 2006 Dec;131(6):1913-24.

Shepard JL, Amatruda JF, Finkelstein D, Ziai J, Finley KR, Stern HM, Chiang K, Hersey C, Barut
B, Freeman JL, Lee C, Glickman JN, Kutok JL, Aster JC, Zon LI. A mutation in separase causes
genome instability and increased susceptibility to epithelial cancer. Genes Dev. 2007 Jan
1;21(1):55-9. PMCID: PMC1759900

Stranger BE, Forrest MS, Dunning M, Ingle CE, Beazley C, Thorne N, Redon R, Bird CP, de
Grassi A, Lee C, Tyler-Smith C, Carter N, Scherer SW, Tavaré S, Deloukas P, Hurles ME,
Dermitzakis ET. Relative impact of nucleotide and copy number variation on gene expression
phenotypes. Science. 2007 Feb 9;315(5813):848-53. PMCID: PMC2665772

Mertz KD, Setlur SR, Dhanasekaran SM, Demichelis F, Perner S, Tomlins S, Tchinda J, Laxman
B, Vessella RL, Beroukhim R, Lee C, Chinnaiyan AM, Rubin MA. Molecular characterization of
TMPRSS2-ERG gene fusion in the NCI-H660 prostate cancer cell line: a new perspective for an
old model. Neoplasia. 2007 Mar;9(3):200-6. PMCID: PMC1838578

Parker-Katiraee L, Carson AR, Yamada T, Arnaud P, Feil R, Abu-Amero SN, Moore GE, Kaneda
M, Perry GH, Stone AC, Lee C, Meguro-Horike M, Sasaki H, Kobayashi K, Nakabayashi K,
Scherer SW. Identification of the imprinted KLF14 transcription factor undergoing human-specific
accelerated evolution. PLoS Genet. 2007 May 4;3(5):e65. PMCID: PMC1865561

Human Genome Structural Variation Working Group, Eichler EE, Nickerson DA, Altshuler D,
Bowcock AM, Brooks LD, Carter NP, Church DM, Felsenfeld A, Guyer M, Lee C, Lupski JR,
Mullikin JC, Pritchard JK, Sebat J, Sherry ST, Smith D, Valle D, Waterston RH. Completing the
map of human genetic variation. Nature. 2007 May 10;447(7141):161-5. PMCID: PMC2685471
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77.
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80.

Engelman JA, Zejnullahu K, Mitsudomi T, Song Y, Hyland C, Park JO, Lindeman N, Gale CM,
Zhao X, Christensen J, Kosaka T, Holmes AJ, Rogers AM, Cappuzzo F, Mok T, Lee C, Johnson
BE, Cantley LC, Janne PA. MET amplification leads to gefitinib resistance in lung cancer by
activating ERBB3 signaling. Science. 2007 May 18;316(5827):1039-43.

Freeman JL, Adeniyi A, Banerjee R, Dallaire S, Maguire SF, Chi J, Ng BL, Zepeda C, Scott CE,
Humphray S, Rogers J, Zhou Y, Zon LI, Carter NP, Yang F, *Lee C. Definition of the zebrafish
genome using flow cytometry and cytogenetic mapping. BMC Genomics. 2007 Jun 27;8:195.
PMCID: PMC1925092

*Lee C, lafrate AJ, Brothman AR. Copy number variations and clinical cytogenetic diagnosis of
constitutional disorders. Nat Genet. 2007 Jul;39(7 Suppl):S48-54.

Scherer SW, Lee C, Birney E, Altshuler DM, Eichler EE, Carter NP, Hurles ME, Feuk L.
Challenges and standards in integrating surveys of structural variation. Nat Genet. 2007 Jul; 39(7
Suppl):S7-15. PMCID: PMC2698291

Demichelis F, Fall K, Perner S, Andrén O, Schmidt F, Setlur SR, Hoshida Y, Mosquera JM,
Pawitan Y, Lee C, Adami HO, Mucci LA, Kantoff PW, Andersson SO, Chinnaiyan AM,
Johansson JE, Rubin MA. TMPRSS2:ERG gene fusion associated with lethal prostate cancer in a
watchful waiting cohort. Oncogene. 2007 Jul 5;26(31):4596-9.

Rodriguez-Revenga L, Mila M, Rosenberg C, Lamb A, *Lee C. Structural variation in the human
genome: the impact of copy number variants on clinical diagnosis. Genet Med. 2007 Sep;9(9):600-
6.

Perry GH, Dominy NJ, Claw KG, Lee AS, Fiegler H, Redon R, Werner J, Villanea FA, Mountain
JL, Misra R, Carter NP, *Lee C, *Stone AC. Diet and the evolution of human amylase gene copy
number variation. Nat Genet. 2007 Oct;39(10):1256-60. PMCID: PMC2377015 *co-senior author

O'Neil J, Tchinda J, Gutierrez A, Moreau L, Maser RS, Wong KK, Li W, McKenna K, Liu XS,
Feng B, Neuberg D, Silverman L, DeAngelo DJ, Kutok JL, Rothstein R, DePinho RA, Chin L,
*Lee C, Look AT. Alu elements mediate MY B gene tandem duplication in human T-ALL. J Exp
Med. 2007 Dec 24;204(13):3059-66. PMCID: PMC2150982

*Lee C, Morton CC. Structural genomic variation and personalized medicine. N Engl J Med. 2008
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Member, American College of Medical Genetics

Member, Canadian Society of Biochemistry and Molecular Biology
Member, American Board of Medical Genetics

Grant Review Activities

2004
2005
2006
2007
2008
2008
2008
2009-2010
2009
2009
2009-2016

2010
2017

2017

2017-2018

Genome Canada Grant Competition, NIH/NCRR, Ad hoc Reviewer

National Science Foundation, Ad hoc Reviewer

Child Health Research Foundation, Cure Kids New Zealand, Ad hoc Reviewer
Program Project Grants in Molecular Oncology, NIH/NCI, Ad hoc Reviewer
Wellcome Trust Individual Grants, Wellcome Trust, Ad hoc Reviewer

Clinical / Biomedical R&D, US Dept. of Veterans Affairs, Ad hoc Reviewer

Genes Health & Development Study Section, NIH, Ad hoc Reviewer

Pilot Grants, Autism Speaks

ARRA RC1 Grants, NIH, Ad hoc Reviewer

Harvard Catalyst Pilot Grants, Harvard Catalyst Program, Ad hoc Reviewer

Genetics of Health and Disease Study Section, Standing Study Section Member, Ad hoc
Reviewer

GWAS Sequencing Grants, NIH, Ad hoc Reviewer

Integration and Validation of Emerging Technologies to Accelerate Cancer Research,
NIH/NCI, Ad hoc Reviewer

New and Early Stage Investigator Research Program, Suh Kyung Bae Foundation, Ad
hoc Reviewer

NIH Transformative RO1 Grants, NIH, Ad hoc Reviewer

Editorial Activities

Ad hoc Reviewer:

American Journal of Human Genetics Nature Methods

Genetics in Medicine Nature Reviews Genetics

Genome Research Nucleic Acids Research

Human Genetics npj Genomic Medicine

Human Molecular Genetics Proceedings of the National Academy of Sciences USA
Nature Science

Nature Genetics Trends in Genetics
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Other Editorial Roles:

2009-2011 Associate Editor, American Journal of Human Genomics
2012-present  Editorial Board, Experimental and Molecular Medicine
2015-present  Associate Editor, Human Genomics

2015-present  Associate Editor, Genomic Medicine

CLINICAL ACTIVITIES AND INNOVATIONS

Current Certification
2002-present  American Board of Medical Genetics (Clinical Cytogenetics)

Practice Activities
2002-2013  Clinical Cytogenetic signout, Brigham and Women’s Hospital, 20%

Technological and Other Scientific Innovations

US patent assigned: #7,718,369 — Recurrent gene fusions in prostate cancer. Chinnaiyan A, Tomlins S,
Rhodes D, Mehra R, Rubin MA, Sun X-W, Demichelis F, Perner S, Lee C, inventors; Regents of the

University of Michigan and The Brigham and Women’s Hospital, Inc. assignees.
Korea patent assigned: # 10-2018-0020009 — A predictive marker for treating adenocarcinoma of

gastroesophageal junction.Yun-Suhk Suh, Deukchae Na, Charles Lee, Han-Kwang Yang, inventors;
Seoul National University Hospital and Ewha Womans University. assignees.

US patent assigned 62/731,738 - Methods and Apparatus for Detecting Copy Number Variations in a
Genome, Provision Application, September, 2018 W.P. Lee, CZ Zhang, Q. Zhu, C. Lee
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