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	Study ID
	Title of the study
	Coordinating Laboratory 
	Number of participants
	Start year
	Short description

	CCQM-K86 and CCQM-P113.1

	Relative quantification of genomic DNA fragments extracted from a biological tissue

	JRC
	13
	2010
	Analytes: MON810 specific sequence and maize specific sequence
Measurands: copy number concentration ratio of MON810 specific sequence and maize specific sequence
Matrix: powdered seed
Methods: DNA extraction, qPCR
Status: Published [2]

	CCQM-K86.b and CCQM-P113.3

	Relative quantification of Bt63 in GM rice matrix sample
	NIMC/GLHK
	9
	2015
	Analytes: Bt63-specific sequence and rice specific sequence REB4
Measurands: copy number concentration ratio of Bt63 specific sequence and rice specific sequence REB4
Matrix: rice powder
Methods: DNA extraction, qPCR, dPCR
Status: Published [3]

	CCQM-K86.c and CCQM-P113.4
	Relative quantification of genomic DNA fragments extracted from high oil matrix (OSR/canola)
	NRC/JRC
	12
	2016
	Analytes: of DP-Ø73496-4 specific sequence, rapeseed FatA(A) specific sequence, GT73/RT73 specific sequence, rapeseed FatA specific sequence.
Measurands: copy number concentration of DP-Ø73496-4 specific sequence and rapeseed specific sequence FatA(A) and their ratio and copy number concentration of GT73/RT73 specific sequence and rapeseed specific sequence FatA and their ratio
Matrix: rapeseed powder
Methods: DNA extraction, dPCR
Status: Published [4]

	CCQM-K86.d and CCQM-P113.5
	DNA Ratio in a High Protein Matrix: 
Relative quantification and fractional abundance of genomic DNA 
extracted from a biological tissue
	NIMT/TUBITAK UME
	
	2021
	In progress
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	Study ID
	Title of the study
	Coordinating Laboratory 
	Number of participants
	Start year
	Short description

	CCQM-P94
	Quantification of DNA methylation
	KRISS
	5
	2006
	Analyte: 100-bp PCR products with defined numbers of methyl cytosines
Measurands: relative quantity of methylated cytosine bases in PCR products 
Matrix: buffered solution
Methods: dNMPs following enzymatic hydrolysis of DNA (using HPLC/CE/Other)
Status: Published [5]

	CCQM-P103
	Quantification of RNA transcript
	NML at LGC
	8
	2007
	Analyte: ERCC 81 specific sequence
Measurand: copy number concentration of ERCC 81
Matrix: buffered solution
Method: RT-qPCR
Status: Internal report

	CCQM-P94.1
	Quantitative analysis of methylation status of CDKN2 A gene in genomic DNA matrix
	KRISS
	6
	2008
	Analyte: unmethylated and methylated CDKN2A (P16)
Measurands: relative quantity of methylated cytosine bases in CDKN2 A gene
Matrix: buffered solution
Methods: CE, sequencing, HPLC, UPLC
Status: Internal report

	CCQM-103.1
	Measurement of multiple RNA transcripts
	NML at LGC
	13
	2011
	Analytes: ERCC -00013, -00025, -00042, -00099, -00113 and -00171; mRNA of matrix metallopeptidase 1, nestin and solute carrier family 1 (glial high affinity glutamate transporter) member 3 specific sequences.
Measurands: copy number concentrations of ERCC -00013, -00025, -00042, -00099, -00113 and -00171; matrix metallopeptidase 1, nestin, and solute carrier family 1 (glial high affinity glutamate transporter) member 3 and their ratios
Matrix: buffered solution 
Methods: RT-qPCR, RT-dPCR, RNA Seq
Status: Published [6] 

	CCQM-P94.2
	Quantification of DNA methylation
	KRISS
	
	2012
	Analyte: CDKN2 A gene
Measurands: relative quantity of methylated cytosine bases in CDKN2 A gene
Matrix: buffered solution
Methods: liquid chromatography-isotope dilution mass spectrometry( HPLC-IDMS) and Sanger sequencing method( SS)
Status: Internal report, publication in preparation

	CCQM-P155
	Multiple cancer cell biomarker measurement
	NML at LGC
	10
	2015
	Analyte: KRT19 (Type I), Trefoil Factor 1, TATA Binding Protein mRNA specific sequences 
Measurands: copy number concentrations of breast cancer mRNA biomarkers (KRT19 (Type I) and Trefoil Factor 1) and mRNA of a reference gene TATA Binding Protein and their ratios
Matrix: whole cell materials
Methods: NA extraction, RT-qPCR, RT-dPCR 
Status: Internal report, publication in preparation

	CCQM-P184
	Copy number concentration and fractional abundance of a mutation (SNV or INDEL) mixed with WT DNA
	NMIA/NML at LGC
	12
	2017
	Analytes: BRAF 1799A ,BRAF 1799T, EGFR exon 19 delta 746-750, EGFR specific sequences
Measurands: copy number concentration of the BRAF single nucleotide variant 1799A and the BRAF reference sequence 1799T and their ratio; copy number concentration of human EGFR exon 19 deletion variant (delta746-750) and copy number concentration of human wild-type EGFR and their ratio 
Matrix: buffered solution
Method: dPCR
Status: Internal report in preparation

	CCQM-P199
	Copy number concentration of HIV-1 RNA genomic sequences
	NML at LGC/(NIBSC)
	13
	2018
	Analytes: HIV-1 gag gene RNA specific sequence
Measurand: copy number concentration of gag gene
Matrix: buffered solution
Methods: RT-dPCR, flow cytometry, isotope dilution mass spectrometry
Status: Internal report in preparation

	CCQM-P199b
	Copy number concentration of SARS-CoV-2 RNA genomic sequences
	NML at LGC/NIMC/NIBSC/NIST
	21
	2020
	Analytes:SARS-CoV-2 N gene and E gene RNA specific sequences
Measurands: copy number concentration of N and/or E gene
Matrix: buffered solution
Methods: RT-dPCR, flow cytometry, isotope dilution mass spectrometry
Status: Internal report in preparation, preliminary data available [7] 
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