SUPPLEMENTARY METHODS, FIGURES AND TABLE

SUPPLEMENTARY METHODS

Genomic DNA was extracted from peripheral blood lymphocytes using the MagNA Pure Compact large volume kit and the MagNA Pure Compact extractor (Roche Diagnostics GmbH, Mannheim, Germany). Total RNA were extracted from peripheral blood lymphocytes and skin fibroblasts using Trizol® reagent (Life Technologies-Invitrogen, Carlsbad, CA, USA). 

Methyl specific PCR (MS-PCR)

Two aliquots of genomic DNA (300ng) were digested for 4-16h with HpaII (20 Units) in a 20 µl final reaction volume and with McrBC (20 Units) in another 20 µl final reaction volume according to the manufacturer’s instructions (New England Biolabs, Beverly, MA). PCR amplification was performed with 1 µl of both digestion products in 25 µl of 1X Taq Buffer (Invitrogen, Carlsbad, CA, USA), 200 µM dNTPs, 5% DMSO, 15 pmol SNRPN primers, 0.75 pmol H19 primers (Martinez et al, 2006. Genetic Testing; 10 (3): 174-7) and 1 unit of Taq Polymerase (Invitrogen, Carlsbad, CA, USA). Forward primers were 5’-labelled with 6-FAM fluorochrome. The amplification included an initial denaturation at 94°C for 5 minutes, 25 cycles of 96°C for 40 seconds, 60°C for 1 minute and 72°C for 30 seconds and a final extension at 72°C for 30 minutes. PCR products were separated using POP4 polymere on an ABI 3100Avant sequencer (Life Technologies-Applied Biosystems, Forster City, CA, USA), and profiles were analysed with Genemapper v3.5 software (Life Technologies-Applied Biosystems, Forster City, CA, USA). The methylation index was calculated as the ratio of the heights of the methylated SNRPN peak (corrected by H19 peak) to the sum of the methylated and unmethylated SNRPN (corrected by H19) peaks. 

QMPSF analyses

The QMPSF assay included three fluorescent multiplex PCR allowing co-amplification of 13 different gene-markers located from BP1 to BP3 region and 4 other gene-markers located telomeric to BP3. Each multiplex PCR contained two internal standards primer pairs that amplified sequences located on chromosome 6p22.2. PCR products were loaded on an ABI 3100Avant sequencer (Life Technologies-Applied Biosystems, Forster City, CA, USA), and the resulting fluorescence profiles were analyzed with Genemapper v3.5 software (Life Technologies-Applied Biosystems, Forster City, CA, USA). Electrophoregrams were superimposed to those generated from a normal control DNA by adjusting to the same level the peaks obtained for the standard amplicon. The heights of the corresponding target peaks were then compared with different samples. The presence of a deletion was indicated by a two-fold reduction in the height of the corresponding peak. The copy number for each marker was calculated on the basis of the ratio: R = (patient marker-peak height / patient standard peak height) / (normal subject marker-peak height / normal subject standard peak height). (Normal: R= 1+/-0.2, Deletion: R = 0.5 +/- 0.2 and Duplication: R = 1.5 +/- 0.2).
NB: PCR conditions and primers design are given on request to the author. 
Short exonic fragments (123-241 bp) of 17 marker loci (Table 1) were simultaneously PCR amplified in 3 multiplex PCR sets. All primers carried a 10 nucleotide sequence extension at their 5’ end as previously described (Bougeard et al., 2003. Oncogene 22:840-6). All forward primers were also 5’-labelled with the 6-FAM fluorochrome. Each multiplex PCR contained two control primer pairs that amplified a 160 bp and a 233 bp sequences of the HFE gene located on chromosome 6p22.2. PCR was performed in a final volume of 25 µl containing 100 ng DNA, 75 mM Tris, 20 mM ammonium sulphate, 0.01% Tween 20, 1.5 mM MgCl2, 160 µM dNTPs, 10% DMSO, 0.2-1 µM of each primer and 1 U of Taq Diamond polymerase (Eurogentec S.A., Seraing, Belgium,). After an initial step of denaturation at 95°C for 3 minutes, 25 to 26 cycles were performed consisting of denaturation at 95°C for 15 seconds, annealing at 51°C for 20 seconds and extension at 72°C for 20 seconds, followed by a final extension at 72°C for 30 minutes. PCR products were separated using POP4 polymere on an ABI 3100Avant sequencer (Life Technologies-Applied Biosystems, Forster City, CA, USA), and the resulting fluorescence profiles were analysed with Genemapper v3.5 software (Life Technologies-Applied Biosystems, Forster City, CA, USA). Electrophoregrams were superimposed to those generated from a normal control DNA by adjusting to the same level the peaks obtained for the control amplicon and the heights of the corresponding target peaks were then compared between the different samples. The presence of a deletion was indicated by a two-fold reduction in the height of the corresponding peak. 

Array-CGH.
A high resolution microarray CGH was specifically designed to study the 15q chromosome regions. Probes were chosen from the e-array catalogue from Agilent Technologies (https://earray.chem.agilent.com/earray/) using the Similarity Score Filter in order to select highly specific probes.
The microarray contains probes from chromosome 15q only, subdivided into eight regions as follows. All nucleotide sequence coordinates are given according to the March 2006 human reference sequence (NCBI Build 36.1/hg18) (University of California in Santa Cruz, UCSC Genome Browser http://gen

 HYPERLINK "http://ome.ucsc.edu/cgi-bin/hgGateway" \t "_blank" ome.ucsc.edu/cgi-bin/hgGateway). Region 1 - chr15.hg18:g.18000000_20413272 (2413 probes ; average spacing 1 probe / kb) ; Region 2 - chr15.hg18:g.20413273_25673615 (15029 probes ;  average spacing 1 probe / 350 bp); Region 3 (OCA2 gene) - chr15.hg18:g.25673616-26018053 (3067 probes 228 of which are located in OCA2 exons; average spacing 1 probe / 112 bp); Region 4 - chr15.hg18:g.26018054_27133665 (2772 probes; average spacing 1 probe / 402 bp); Region 5 - chr15.hg18:g.27133666_45850218 (9358 probes; average spacing 1 probe / 2 kb); Region 6 - chr15.hg18:g.45850219_46350219 (250 probes; average spacing 1 probe / 2 kb); Region 7 (corresponds to a chromosomal segment in which no copy number variant CNV has been identified so far; Database of Genomic variants http://projects.tcag.ca/variation/) - chr15.hg18:g.57700000_58200000 (1000 probes; average spacing 1 probe / 500 bp); Region 8 - chr15.hg18:g.46350220_101200000 (7700 probes; average spacing 1 probe / 7 kb). The microarray also contains 2118 control probes scattered over the human genome, that are included systematically on microarrays designed for array-CGH studies by Agilent Technologies.  The microarray was designed under the 4x44K format of Agilent Technologies.
DNA was labelled (Cyanine 3 or Cyanine 5) using the Genomic DNA ULS Labeling Kit from Agilent Technologies and hybridized onto the microarrays according to the manufacturer’s instructions. DNA from each patient was analysed by comparative genomic hybridization against DNA from a control individual in whom no chromosome 15 imbalance was present. Fluorochrome swapping was performed when necessary. Scanning of the microarrays was performed using a G2565B scanner (Agilent Technologies). Data analysis was carried out with softwares from Agilent Technologies, namely Feature Extraction 9.5.3.1 for the fluorescence ratio calculation and DNA Analytics 4.0.73 for the localization of chromosomal imbalances. Deletions and duplications in the heterozygous state were characterized by values of the log2 ratio of fluorescence intensities (Cyanine3/Cyanine5) below -0.5 and above +0.3 respectively, with the statistical algorithm ADM2 fixed at a threshold of 5. 

RNA extraction and reverse transcription.

Whole blood from patients or healthy controls was conserved in PAXgene Blood RNA tubes (Qiagen). Total RNA from whole blood was extract with trizol reagent (Invitrogen) according to manufacturer’s protocol. RNA integrity was checked on 1% agarose gel. One hundred and fifty ng of total DNase-treated RNA samples were reverse transcribed using SuperScript III reverse transcription kit (Invitrogen) and 6 µM of random primer mix (Biolabs). cDNA quality was evaluated by PCR amplification on 5s rRNA and U3 snRNA.

Real time quantitative -PCR.

Total RNA was extracted from 106 primary fibroblasts using TRIzolTM reagent (Invitrogen), according to the manufacturer’s instructions. The quality and integrity of the RNA obtained were assessed by using an Agilent 2100 Bioanalyzer (Agilent Technologies). RNA was reverse transcribed to cDNA using the SuperArray RT2 First Strand kit (SABiosciences, Qiagen,) according to the manufacturer’s instructions. Amplification of the cDNA and detection of the target PCR product were conducted in a Light Cycler 480 detection system (LC480, Roche Applied Science) using RT2 profiler PCR array (SABiosciences, Qiagen) according to the manufacturer’s instructions. The RT-PCR results were analyzed using sequence detection software from Light Cycler 480 (Roche Applied Science), and the relative amount of target gene transcript was normalized to the amount of PGK1 mRNA control transcript. The data represent results of RNA analysis from 3 independent experiments obtained with PC, 5 control subjects and 3 Prader-Willi patients. The data shown represent the mean ΔCt with respective standard deviation when ΔCt = Ct gene of interest − Ct PGK1.

SUPPLEMENTARY FIGURES

Supplementary Figure 1S: (a) BMI curve and (b) height and weight evolution plotted on French growth curves from Sempé.
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Supplementary Figure 2S: QMPSF electrophoregrams of patient (red) compared to normal subject (blue). C1 and C2 are internal control markers (from gene HFE). Deleted marker SNORD116 in patient is displayed by a two-fold reduction in the height of the peak (arrow).
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Supplementary Figure 3S: Genetic pedigree. The father of the proband who carried the deletion was unaffected; the paternal parents of the proband, deceased, could not be genetically tested.
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Supplementary Figure 4S: mRNA expression of SNRPN (a) and Necdin (b) gene using qRT-PCR in fibroblasts. PC, present case; Ctr, Control subjects; PWS, patients with Prader-Willi syndrome. SNRPN and Necdin (NDN) were normally expressed in the fibroblasts of the PC when comparing with PWS subjects.
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. Comparison with previous published cases 

Characteristic  Case 1 (Sahoo et al., 2008) Case 2 (De Smith et al., 2009) Case 3 (Duker et al., 2010) Present case Typical PWS Case

(ref. 7) (ref. 8) (ref. 6)

( ref.1, ref.2, ref.10 and ref.11 )

Deletion size (Kpb) 400 187 236 118

De novo occurrence  + + + 0 inherited

Ethnic origin Caucasian Indian African-American Caucasian

Gender  Male Male Male Female

Auxological and anthropometric data

First examination 

Age (yrs) 4,8 13 2 9

Height (m) 1,149 1,55 NA 1,25

Weight (kg) 63,6 101 NA 35,1

BMI (kg/m²) 49,7 42 33 22,3

Last examination 

Age (yrs) 19,5 11 23

Height (m) 1,09 1,37 1,55

Weight (kg) 165,5 94 75

BMI (kg/m²) 39 50 31,2

Neonatal features 

Delivery Caesarean Caesarean Vaginal delivery Caesarean Frequent caesarean section (63%) 

Gestational ages (weeks) 34 NA Full term 35 Full term in most cases 

Hypotonia + + + + Neonatal hypotonia (100%)

Birth weight (kg) 3,218 2,8 3,02 2,78 Small for gestational age (30%) 

Birth length (m) 0,545 NA 0,53 0,48 (Birth weight and length below -2DS)

Birth FOC (m) 0,355 NA 0,326 0,35

Nasogastric tube feeding + - + + 70 to 80% 

Feeding difficulties/FTT + + + + 100%

Obesity and endocrine functions

Obesity  + + + +

100% if no early diagnosis and 

management

Start of excessive weight gain after 18 months after 24 months after 6 months after 18 months after 18 months

Hyperphagia + + + + 100%

Short stature  - + - + > 90%

Hypogonadism + + + 50-90%

Macrocephaly + NA + +

Mean head circumference -1DS 

Clinical features

Distinctive facial features + + + + +

Acromicria + + - + +

Strabismus  - - + + +

Cryptorchidism + + + Not Applicable

+

Neurological findings

Age at walking (months) 16 24 NA 18 Mean age : 24

Seizure + NA + - 10%

Brain MRI abnormalities yes * NA NA no 50-100%

Cognitive functions and behavioural problems

Mental retardation + + + Moderate Mean IQ: 70

Learning difficulties + Moderate + Moderate +

Behavioural problems  + + NA +

+

Endocrine disorders 

Somatotropic axis  NA GH deficiency (NS) NA GH deficiency 80%

Thyroid hormones Hypothroism (NS) In the normal range (NS) NA Hypothyroidism 25-80%

Gonadotropic axis Gonadal dysfunction (NS) Hypogonadotropic hypogonadism (NS) Hypogonadism (NS) Hypogonadism 50-90%

Ghrelin level NA NA NA Hyperghrelinemia 80%

Other features

Thick and viscous saliva - NA + + +

Skin picking  + + - +

+

FTT: failure to thrive * Borderline reduced volume of the adenohypophysis NA: not available NS: Data not shown
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		Ctr		0.5253808143		0.5253808143

		PC		0.3040559159		0.3040559159

		PWS		0		0



Δ Ct

SNRPN gene expression

2.5125

3.225

15.52



analyse

		Gene Symbol				Ctr LB				PWS MM

		GHSR		A1		40		A7		32.12								1		2		3		4		5		6		7		8		9		10		11		12

		GH1		B1		40		B7		32.61		Tm pas bon				A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		GHRH		C1				C7		37.1						B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		GHR		D1		31		D7		30.05						C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		IGF1		E1		31.51		E7		32.18						D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		IGF2		F1		35.02		F7		34.71						E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		IRS1		G1		30.72		G7		29.86						F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		IRS2		H1		29.3		H7		28.13						G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		IGF1R		A2		27.57		A8		27.08						H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		IGFBP1		B2		36.47		B8		34

		IGFBP3		C2		21.5		C8		21.49

		IGFBP5		D2		24.77		D8		25.91

		IGFBP7		E2		23.98		E8		25.46

		CTGF		F2		22.32		F8		21.75

		INSIG1		G2		26.65		G8		25.56

		INSIG2		H2		29.7		H8		28.28

		INSR		A3		30.44		A9		30.09

		TP53		B3		27.67		B9		27.13

		CDK19		C3		29.3		C9		28.76

		CDKN1A		D3		24.52		D9		24.17

		MDM2		E3		26.78		E9		25.85

		RBFOX2		F3		27.11		F9		26.57

		TGFB2		G3		32.52		G9		31.51

		CASP3		H3		40		H9		27.88

		RPL15		A4		22.63		A10		21.57

		RPL5		B4		23		B10		21.7

		RPL26		C4		22.83		C10		21.78

		RPL19		D4		22.26		D10		21.31

		PARP4		E4		28.27		E10		27.26

		PARP1		F4		29.88		F10		29.03

		MKRN3		G4		36.68		G10		30.69

		MAGEL2		H4		34.02		H10		27.93

		NDN		A5		27		A11		35.6

		C15orf2		B5		40		B11		33.66

		SNRPN		C5		27.32		C11		40

		UBE3A		D5		28.71		D11		28.83

		HERC2		E5		28.33		E11		28.97

		ATP10A		F5		29.14		F11		29.64

		GLB1		G5		29.17		G11		28.25

		DLK1		H5		36.94		H11		35.35

		OXT		A6		34.11		A12		32.73

		OCA2		B6		40		B12		31.64

		INS		C6		40		C12		37.11

		RPL27		D6		22.67		D12		21.47

		PGK1		E6		24.76		E12		24.04

		HGDC		F6		40		F12		34.92

		RTC		G6		24.07		G12		23.9

		PPC		H6		20.48		H12		20.81

				GHR		31		30.05

				IGF1		31.51		32.18

				IGF2		35.02		34.71

				IRS1		30.72		29.86

				IRS2		29.3		28.13

				IGF1R		27.57		27.08

				IGFBP1		36.47		34

				IGFBP3		21.5		21.49

				IGFBP5		24.77		25.91

				IGFBP7		23.98		25.46

				CTGF		22.32		21.75

				INSIG1		26.65		25.56

				INSIG2		29.7		28.28

				INSR		30.44		30.09

				TP53		27.67		27.13

				CDK19		29.3		28.76

				CDKN1A		24.52		24.17

				MDM2		26.78		25.85

				RBFOX2		27.11		26.57

				TGFB2		32.52		31.51

				RPL15		22.63		21.57

				RPL5		23		21.7

				RPL26		22.83		21.78

				RPL19		22.26		21.31

				PARP4		28.27		27.26

				PARP1		29.88		29.03

				MKRN3		36.68		30.69

				MAGEL2		34.02		27.93

				UBE3A		28.71		28.83

				HERC2		28.33		28.97

				ATP10A		29.14		29.64

				GLB1		29.17		28.25

				DLK1		36.94		35.35

				NDN		27		35.6

				RPL27		22.67		21.47

				PGK1		24.76		24.04

				PPC		20.48		20.81

				plaque du 21 05

		Gene Symbol				8AH		89 MP PWS (sous GH)

		GHSR		A1				A7		40

		GH1		B1		38.82		B7		36.89

		GHRH		C1		37.06		C7		38.82

		GHR		D1		29.83		D7		30.27						1		2		3		4		5		6		7		8		9		10		11		12

		IGF1		E1		32.82		E7		29.76				A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		IGF2		F1		35.73		F7		34.32				B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		IRS1		G1		29.52		G7		30.06				C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		IRS2		H1		28.75		H7		28.76				D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		IGF1R		A2		26.76		A8		27.34				E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		IGFBP1		B2		40		B8		35.26				F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		IGFBP3		C2		21.49		C8		20.72				G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		IGFBP5		D2		23.72		D8		23.93				H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		IGFBP7		E2		23.47		E8		21.88

		CTGF		F2		21.45		F8		20.34

		INSIG1		G2		25.79		G8		26.68

		INSIG2		H2		28.74		H8		28.9

		INSR		A3		29.66		A9		30.34

		TP53		B3		27.18		B9		27.97

		CDK19		C3		28.28		C9		29.42

		CDKN1A		D3		23.91		D9		24.03

		MDM2		E3		25.96		E9		26.12

		RBFOX2		F3		26.44		F9		27.16

		TGFB2		G3		29.52		G9		30.65

		CASP3		H3		28.03		H9		28.66

		RPL15		A4		21.32		A10		21.73

		RPL5		B4		21.93		B10		22.14

		RPL26		C4		21.68		C10		21.99

		RPL19		D4		20.96		D10		21.34

		PARP4		E4		26.94		E10		28.01

		PARP1		F4		28.95		F10		29.75

		MKRN3		G4		35.83		G10		35.48

		MAGEL2		H4		32.71		H10		33.98

		NDN		A5		28.01		A11		40

		C15orf2		B5		39.02		B11		40

		SNRPN		C5		26.61		C11		40

		UBE3A		D5		27.46		D11		29.34

		HERC2		E5		27.71		E11		29.46

		ATP10A		F5		28.49		F11		29.28

		GLB1		G5		28.48		G11		29.25

		DLK1		H5		34.73		H11		35.93

		OXT		A6		33.87		A12		33.95

		OCA2		B6		37		B12		38.19

		INS		C6		36.94		C12		40

		RPL27		D6		21.72		D12		22.06

		PGK1		E6		24.08		E12		24.08

		HGDC		F6		40		F12		40

		RTC		G6		24.16		G12		23.85

		PPC		H6		20.5		H12		20.59

				Ct AH Ctr		Ct 89MP PWS

		GHSR				40

		GH1		38.82		36.89

		GHRH		37.06		38.82

		GHR		29.83		30.27

		IGF1		32.82		29.76

		IGF2		35.73		34.32

		IRS1		29.52		30.06

		IRS2		28.75		28.76

		IGF1R		26.76		27.34

		IGFBP1		40		35.26

		IGFBP3		21.49		20.72

		IGFBP5		23.72		23.93

		IGFBP7		23.47		21.88

		CTGF		21.45		20.34

		INSIG1		25.79		26.68

		INSIG2		28.74		28.9

		INSR		29.66		30.34

		TP53		27.18		27.97

		CDK19		28.28		29.42

		CDKN1A		23.91		24.03

		MDM2		25.96		26.12

		RBFOX2		26.44		27.16

		TGFB2		29.52		30.65

		CASP3		28.03		28.66

		RPL15		21.32		21.73

		RPL5		21.93		22.14

		RPL26		21.68		21.99

		RPL19		20.96		21.34

		PARP4		26.94		28.01

		PARP1		28.95		29.75

		MKRN3		35.83		35.48

		MAGEL2		32.71		33.98

		NDN		28.01		40

		C15orf2		39.02		40

		SNRPN		26.61		40

		UBE3A		27.46		29.34

		HERC2		27.71		29.46

		ATP10A		28.49		29.28

		GLB1		28.48		29.25

		DLK1		34.73		35.93

		OXT		33.87		33.95

		OCA2		37		38.19

		INS		36.94		40

		RPL27		21.72		22.06

		PGK1		24.08		24.08

		HGDC		40		40

		RTC		24.16		23.85

		PPC		20.5		20.59

		Array 24 05

				RH Ctrl				AJ PWS

				pos		Ct		pos		Ct

		GHSR		A1		40		A7		40

		GH1		B1		37.11		B7		36.61

		GHRH		C1		40		C7		37.43

		GHR		D1		29.85		D7		30.34

		IGF1		E1		28.21		E7		30.49

		IGF2		F1		31.99		F7		35.87

		IRS1		G1		28.14		G7		29.46

		IRS2		H1		27.51		H7		28.27

		IGF1R		A2		26.2		A8		26.92

		IGFBP1		B2		34.73		B8		35.54

		IGFBP3		C2		20.73		C8		20.09

		IGFBP5		D2		22.98		D8		25.34

		IGFBP7		E2		21.13		E8		25.08

		CTGF		F2		19.81		F8		21.6

		INSIG1		G2		25.54		G8		25.28

		INSIG2		H2		27.9		H8		27.94

		INSR		A3		29.53		A9		29.86

		TP53		B3		26.81		B9		27.89

		CDK19		C3		28.69		C9		28.98

		CDKN1A		D3		23.48		D9		24.02

		MDM2		E3		25.13		E9		26.31

		RBFOX2		F3		26.01		F9		26.75

		TGFB2		G3		29.28		G9		31.15

		CASP3		H3		27.32		H9		28.01

		RPL15		A4		20.95		A10		22.25

		RPL5		B4		21.47		B10		22.54

		RPL26		C4		21.49		C10		22.44

		RPL19		D4		20.97		D10		21.76

		PARP4		E4		27.15		E10		27.45

		PARP1		F4		28.18		F10		29.6

		MKRN3		G4		33.35		G10		34.28

		MAGEL2		H4		40		H10		32.66

		NDN		A5		25.55		A11		26.62

		C15orf2		B5		38.19		B11		40

		SNRPN		C5		26.07		C11		27.49

		UBE3A		D5		26.96		D11		27.88

		HERC2		E5		27.35		E11		27.92

		ATP10A		F5		26.99		F11		29

		GLB1		G5		27.69		G11		29.08

		DLK1		H5		40		H11		40

		OXT		A6		32.55		A12		32.58

		OCA2		B6		37.32		B12		38.27

		INS		C6		37.78		C12		40

		RPL27		D6		21.26		D12		22.55

		PGK1		E6		23.63		E12		24.81

		HGDC		F6		40		F12		40

		RTC		G6		23.99		G12		23.98

		PPC		H6		20.53		H12		20.82

		Array 24 05

				RH Ctrl		AJ PWS

				Ct		Ct

		GHSR		40		40

		GH1		37.11		36.61

		GHRH		40		37.43

		GHR		29.85		30.34

		IGF1		28.21		30.49

		IGF2		31.99		35.87

		IRS1		28.14		29.46

		IRS2		27.51		28.27

		IGF1R		26.2		26.92

		IGFBP1		34.73		35.54

		IGFBP3		20.73		20.09

		IGFBP5		22.98		25.34

		IGFBP7		21.13		25.08

		CTGF		19.81		21.6

		INSIG1		25.54		25.28

		INSIG2		27.9		27.94

		INSR		29.53		29.86

		TP53		26.81		27.89

		CDK19		28.69		28.98

		CDKN1A		23.48		24.02

		MDM2		25.13		26.31

		RBFOX2		26.01		26.75

		TGFB2		29.28		31.15

		CASP3		27.32		28.01

		RPL15		20.95		22.25

		RPL5		21.47		22.54

		RPL26		21.49		22.44

		RPL19		20.97		21.76

		PARP4		27.15		27.45

		PARP1		28.18		29.6

		MKRN3		33.35		34.28

		MAGEL2		40		32.66

		NDN		25.55		26.62

		C15orf2		38.19		40

		SNRPN		26.07		27.49

		UBE3A		26.96		27.88

		HERC2		27.35		27.92

		ATP10A		26.99		29

		GLB1		27.69		29.08

		DLK1		40		40

		OXT		32.55		32.58

		OCA2		37.32		38.27

		INS		37.78		40

		RPL27		21.26		22.55

		PGK1		23.63		24.81

		HGDC		40		40

		RTC		23.99		23.98

		PPC		20.53		20.82

		Array 27 05

				TR Ctrl				AJ PWS

				Pos		Cp		Pos		Cp

		GHSR		A1		40		A7		40

		GH1		B1		35.1		B7		36.46

		GHRH		C1				C7		40

		GHR		D1		29.93		D7		30.88

		IGF1		E1		31.84		E7		30.49

		IGF2		F1		33.59		F7		35.06

		IRS1		G1		29.24		G7		29.55

		IRS2		H1		28.29		H7		28.68

		IGF1R		A2		26.29		A8		27.12

		IGFBP1		B2		36.75		B8		34.5

		IGFBP3		C2		21.11		C8		20.24

		IGFBP5		D2		24.27		D8		25.63

		IGFBP7		E2		22.26		E8		25.26

		CTGF		F2		20.46		F8		21.76

		INSIG1		G2		25.93		G8		25.53

		INSIG2		H2		28.53		H8		28.15

		INSR		A3		29.55		A9		29.98

		TP53		B3		27.03		B9		28.04

		CDK19		C3		28.49		C9		28.99

		CDKN1A		D3		23.51		D9		24.15

		MDM2		E3		25.81		E9		26.32

		RBFOX2		F3		26.17		F9		26.92

		TGFB2		G3		29.94		G9		31.11

		CASP3		H3		28.01		H9		28.17

		RPL15		A4		21.77		A10		22.58

		RPL5		B4		21.99		B10		22.66

		RPL26		C4		21.97		C10		22.62

		RPL19		D4		21.26		D10		21.92

		PARP4		E4		27.21		E10		27.8

		PARP1		F4		29.26		F10		29.75

		MKRN3		G4		33.89		G10		35.14

		MAGEL2		H4		32.45		H10		33.13

		NDN		A5		26		A11		26.83

		C15orf2		B5		40		B11		40

		SNRPN		C5		26.43		C11		27.92

		UBE3A		D5		27.49		D11		28.13

		HERC2		E5		27.51		E11		28.17

		ATP10A		F5		27.71		F11		29.18

		GLB1		G5		28.26		G11		29.21

		DLK1		H5		36.77		H11		37.32

		OXT		A6		32.68		A12		32.85

		OCA2		B6		36.67		B12		37.39

		INS		C6		40		C12		40

		RPL27		D6		21.72		D12		22.64

		PGK1		E6		23.91		E12		24.99

		HGDC		F6		40		F12		36

		RTC		G6		24.04		G12		24

		PPC		H6		20.46		H12		20.62
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gene list

		Experiment: array 1305  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		16711680		A1		Sample 1		40				0		?, > - Detector Call uncertain, Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		31				0

		True		255		E1		Sample 49		31.51				0

		True		255		F1		Sample 61		35.02				0

		True		255		G1		Sample 73		30.72				0

		True		255		H1		Sample 85		29.3				0

		True		255		A2		Sample 2		27.57				0

		True		255		B2		Sample 14		36.47				0

		True		255		C2		Sample 26		21.5				0

		True		255		D2		Sample 38		24.77				0

		True		255		E2		Sample 50		23.98				0

		True		255		F2		Sample 62		22.32				0

		True		255		G2		Sample 74		26.65				0

		True		255		H2		Sample 86		29.7				0

		True		255		A3		Sample 3		30.44				0

		True		255		B3		Sample 15		27.67				0

		True		255		C3		Sample 27		29.3				0

		True		255		D3		Sample 39		24.52				0

		True		255		E3		Sample 51		26.78				0

		True		255		F3		Sample 63		27.11				0

		True		255		G3		Sample 75		32.52				0

		True		255		H3		Sample 87		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A4		Sample 4		22.63				0

		True		255		B4		Sample 16		23				0

		True		255		C4		Sample 28		22.83				0

		True		255		D4		Sample 40		22.26				0

		True		255		E4		Sample 52		28.27				0

		True		255		F4		Sample 64		29.88				0

		True		255		G4		Sample 76		36.68				0

		True		255		H4		Sample 88		34.02				0

		True		255		A5		Sample 5		27				0

		True		255		B5		Sample 17		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C5		Sample 29		27.32				0

		True		255		D5		Sample 41		28.71				0

		True		255		E5		Sample 53		28.33				0

		True		255		F5		Sample 65		29.14				0

		True		255		G5		Sample 77		29.17				0

		True		255		H5		Sample 89		36.94				0

		True		255		A6		Sample 6		34.11				0

		True		255		B6		Sample 18		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		22.67				0

		True		255		E6		Sample 54		24.76				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.07				0

		True		255		H6		Sample 90		20.48				0

		Experiment: array 1305  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		32.12				0

		True		255		B7		Sample 19		32.61				0

		True		255		C7		Sample 31		37.1				0

		True		255		D7		Sample 43		30.05				0

		True		255		E7		Sample 55		32.18				0

		True		255		F7		Sample 67		34.71				0

		True		255		G7		Sample 79		29.86				0

		True		255		H7		Sample 91		28.13				0

		True		255		A8		Sample 8		27.08				0

		True		255		B8		Sample 20		34				0

		True		255		C8		Sample 32		21.49				0

		True		255		D8		Sample 44		25.91				0

		True		255		E8		Sample 56		25.46				0

		True		255		F8		Sample 68		21.75				0

		True		255		G8		Sample 80		25.56				0

		True		255		H8		Sample 92		28.28				0

		True		255		A9		Sample 9		30.09				0

		True		255		B9		Sample 21		27.13				0

		True		255		C9		Sample 33		28.76				0

		True		255		D9		Sample 45		24.17				0

		True		255		E9		Sample 57		25.85				0

		True		255		F9		Sample 69		26.57				0

		True		255		G9		Sample 81		31.51				0

		True		255		H9		Sample 93		27.88				0

		True		255		A10		Sample 10		21.57				0

		True		255		B10		Sample 22		21.7				0

		True		255		C10		Sample 34		21.78				0

		True		255		D10		Sample 46		21.31				0

		True		255		E10		Sample 58		27.26				0

		True		255		F10		Sample 70		29.03				0

		True		255		G10		Sample 82		30.69				0

		True		255		H10		Sample 94		27.93				0

		True		255		A11		Sample 11		35.6				0

		True		255		B11		Sample 23		33.66				0

		True		255		C11		Sample 35		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D11		Sample 47		28.83				0

		True		255		E11		Sample 59		28.97				0

		True		255		F11		Sample 71		29.64				0

		True		255		G11		Sample 83		28.25				0

		True		255		H11		Sample 95		35.35				0

		True		255		A12		Sample 12		32.73				0

		True		255		B12		Sample 24		31.64				0

		True		255		C12		Sample 36		37.11				0

		True		255		D12		Sample 48		21.47				0

		True		255		E12		Sample 60		24.04				0

		True		255		F12		Sample 72		34.92				0

		True		255		G12		Sample 84		23.9				0

		True		255		H12		Sample 96		20.81				0





27 05

				1		2		3		4		5		6		7		8		9		10		11		12

		A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		I have carefully examined the gene symbols and matching refseq #'s on this customarray order form, and approve of these selection and final layout.

		By returning this signed approval form with a PO#, a custom array will be manufactured to the specification described.

		Sign																				Date

		Custom Catalog Number:		CAPH11816

		Date:		2013-03-05

		Customer Name:		SANAA EDDIRY

		Plate Format:		48 x 2

		Real Time Instrument:		LightCycler 480 96-well block

		Institutition:		INSERM UMR1043

		Phone #:		+33 562 74 86 71

		Email:		sanaa.eddiry@inserm.fr

		Quote:		LFL61303AR13

		Return to Fax #: 888-465-9859
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		Gene Symbol		Alias		Refseq #		Official Full Name		RT2 Catalog Number		Specially Requested Design

		GHSR		-		NM_004122		Growth hormone secretagogue receptor		PPH02613

		GH1		GH/GH-N/GHN/IGHD1B/hGH-N		NM_000515		Growth hormone 1		PPH00577

		GHRH		GHRF/GRF/INN/MGC119781		NM_021081		Growth hormone releasing hormone		PPH01981

		GHR		GHBP		NM_000163		Growth hormone receptor		PPH02641

		IGF1		IGF-I/IGF1A/IGFI		NM_000618		Insulin-like growth factor 1 (somatomedin C)		PPH00167

		IGF2		C11orf43/FLJ22066/FLJ44734/IGF-II/PP9974		NM_000612		Insulin-like growth factor 2 (somatomedin A)		PPH00168

		IRS1		HIRS-1		NM_005544		Insulin receptor substrate 1		PPH02328

		IRS2		IRS-2		NM_003749		Insulin receptor substrate 2		PPH02297

		IGF1R		CD221/IGFIR/IGFR/JTK13/MGC142170/MGC142172/MGC18216		NM_000875		Insulin-like growth factor 1 receptor		PPH00350

		IGFBP1		AFBP/IBP1/IGF-BP25/PP12/hIGFBP-1		NM_000596		Insulin-like growth factor binding protein 1		PPH02046

		IGFBP3		BP-53/IBP3		NM_000598		Insulin-like growth factor binding protein 3		PPH00281

		IGFBP5		IBP5		NM_000599		Insulin-like growth factor binding protein 5		PPH00312

		IGFBP7		AGM/FSTL2/IBP-7/IGFBP-7/IGFBP-7v/IGFBPRP1/MAC25/PSF/TAF		NM_001553		Insulin-like growth factor binding protein 7		PPH05831

		CTGF		CCN2/HCS24/IGFBP8/MGC102839/NOV2		NM_001901		Connective tissue growth factor		PPH00550

		INSIG1		CL-6/CL6/MGC1405		NM_005542		Insulin induced gene 1		PPH06359

		INSIG2		MGC26273		NM_016133		Insulin induced gene 2		PPH07473

		INSR		CD220/HHF5		NM_000208		Insulin receptor		PPH02324

		TP53		FLJ92943/LFS1/P53/TRP53		NM_000546		Tumor protein p53		PPH00213

		CDK19		CDC2L6/CDK11/KIAA1028/bA346C16.3		NM_015076		Cyclin-dependent kinase 19		PPH05674

		CDKN1A		CAP20/CDKN1/CIP1/MDA-6/P21/SDI1/WAF1/p21CIP1		NM_000389		Cyclin-dependent kinase inhibitor 1A (p21, Cip1)		PPH00211

		MDM2		HDMX/MGC5370/MGC71221/hdm2		NM_002392		Mdm2 p53 binding protein homolog (mouse)		PPH00193

		RBFOX2		FOX2/Fox-2/HNRBP2/HRNBP2/RBM9/RTA/dJ106I20.3/fxh		NM_014309		RNA binding protein, fox-1 homolog (C. elegans) 2		PPH20201

		TGFB2		MGC116892/TGF-beta2		NM_003238		Transforming growth factor, beta 2		PPH00524

		CASP3		CPP32/CPP32B/SCA-1		NM_004346		Caspase 3, apoptosis-related cysteine peptidase		PPH00107

		RPL15		EC45/FLJ26304/L15/MGC88603/RPL10/RPLY10/RPYL10		NM_002948		Ribosomal protein L15		PPH18664

		RPL5		DBA6/L5/MGC117339		NM_000969		Ribosomal protein L5		PPH22405

		RPL26		L26		NM_000987		Ribosomal protein L26		PPH19274

		RPL19		DKFZp779D216/FLJ27452/L19/MGC71997		NM_000981		Ribosomal protein L19		PPH18637

		PARP4		ADPRTL1/PARP-4/PARPL/PH5P/VAULT3/VPARP/VWA5C/p193		NM_006437		Poly (ADP-ribose) polymerase family, member 4		PPH20757

		PARP1		ADPRT/ADPRT 1/ADPRT1/PARP/PARP-1/PPOL/pADPRT-1		NM_001618		Poly (ADP-ribose) polymerase 1		PPH00686

		MKRN3		D15S9/MGC88288/RNF63/ZFP127/ZNF127		NM_005664		Makorin ring finger protein 3		PPH09870

		MAGEL2		NDNL1/nM15		NM_019066		MAGE-like 2		PPH12419

		NDN		HsT16328/PWCR		NM_002487		Necdin homolog (mouse)		PPH09401

		C15orf2		-		NM_018958		Chromosome 15 open reading frame 2		PPH21985

		SNRPN		DKFZp686C0927/DKFZp686M12165/DKFZp761I1912/DKFZp762N022/FLJ33569/FLJ36996/FLJ39265/HCERN3/MGC29886/PWCR/RT-LI/SM-D/SMN/SNRNP-N/SNURF-SNRPN		NM_003097		Small nuclear ribonucleoprotein polypeptide N		PPH09348

		UBE3A		ANCR/AS/E6-AP/EPVE6AP/FLJ26981/HPVE6A		NM_000462		Ubiquitin protein ligase E3A		PPH00933

		HERC2		D15F37S1/DKFZp547P028/KIAA0393/SHEP1/jdf2/p528		NM_004667		Hect domain and RLD 2		PPH20392

		ATP10A		ATP10C/ATPVA/ATPVC/KIAA0566		NM_024490		ATPase, Class V, type 10A		PPH11724

		GLB1		EBP/ELNR1/MPS4B		NM_000404		Galactosidase, beta 1		PPH21269

		DLK1		DLK/FA1/PREF1/Pref-1/ZOG/pG2		NM_003836		Delta-like 1 homolog (Drosophila)		PPH00745

		OXT		MGC126890/MGC126892/OT/OT-NPI		NM_000915		Oxytocin, prepropeptide		PPH00993

		OCA2		BEY/BEY1/BEY2/BOCA/D15S12/EYCL/EYCL2/EYCL3/HCL3/P/PED/SHEP1		NM_000275		Oculocutaneous albinism II		PPH10224

		INS		IDDM2/ILPR/IRDN/MODY10		NM_000207		Insulin		PPH00561

		RPL27		L27		NM_000988		Ribosomal protein L27		PPH00443

		PGK1		MGC117307/MGC142128/MGC8947/MIG10/PGKA		NM_000291		Phosphoglycerate kinase 1		PPH02049

		HGDC		HIGX1A		SA_00105		Human Genomic DNA Contamination		PPH65835

		RTC		RTC		SA_00104		Reverse Transcription Control		PPX63340

		PPC		PPC		SA_00103		Positive PCR Control		PPX63339





Moy

		Experiment: array 2705  Selected Filter: SYBR Green I (483-533)										TR Ctrl

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		35.1				0

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		29.93				0

		True		255		E1		Sample 49		31.84				0

		True		255		F1		Sample 61		33.59				0

		True		255		G1		Sample 73		29.24				0

		True		255		H1		Sample 85		28.29				0

		True		255		A2		Sample 2		26.29				0

		True		255		B2		Sample 14		36.75				0

		True		255		C2		Sample 26		21.11				0

		True		255		D2		Sample 38		24.27				0

		True		255		E2		Sample 50		22.26				0

		True		255		F2		Sample 62		20.46				0

		True		255		G2		Sample 74		25.93				0

		True		255		H2		Sample 86		28.53				0

		True		255		A3		Sample 3		29.55				0

		True		255		B3		Sample 15		27.03				0

		True		255		C3		Sample 27		28.49				0

		True		255		D3		Sample 39		23.51				0

		True		255		E3		Sample 51		25.81				0

		True		255		F3		Sample 63		26.17				0

		True		255		G3		Sample 75		29.94				0

		True		255		H3		Sample 87		28.01				0

		True		255		A4		Sample 4		21.77				0

		True		255		B4		Sample 16		21.99				0

		True		255		C4		Sample 28		21.97				0

		True		255		D4		Sample 40		21.26				0

		True		255		E4		Sample 52		27.21				0

		True		255		F4		Sample 64		29.26				0

		True		255		G4		Sample 76		33.89				0

		True		255		H4		Sample 88		32.45				0

		True		255		A5		Sample 5		26				0

		True		255		B5		Sample 17		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C5		Sample 29		26.43				0

		True		255		D5		Sample 41		27.49				0

		True		255		E5		Sample 53		27.51				0

		True		255		F5		Sample 65		27.71				0

		True		255		G5		Sample 77		28.26				0

		True		255		H5		Sample 89		36.77				0

		True		255		A6		Sample 6		32.68				0

		True		255		B6		Sample 18		36.67				0

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		21.72				0

		True		255		E6		Sample 54		23.91				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.04				0

		True		255		H6		Sample 90		20.46				0

		Experiment: array 2705  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.46				0

		True		255		C7		Sample 31		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D7		Sample 43		30.88				0

		True		255		E7		Sample 55		30.49				0

		True		255		F7		Sample 67		35.06				0

		True		255		G7		Sample 79		29.55				0

		True		255		H7		Sample 91		28.68				0

		True		255		A8		Sample 8		27.12				0

		True		255		B8		Sample 20		34.5				0

		True		255		C8		Sample 32		20.24				0

		True		255		D8		Sample 44		25.63				0

		True		255		E8		Sample 56		25.26				0

		True		255		F8		Sample 68		21.76				0

		True		255		G8		Sample 80		25.53				0

		True		255		H8		Sample 92		28.15				0

		True		255		A9		Sample 9		29.98				0

		True		255		B9		Sample 21		28.04				0

		True		255		C9		Sample 33		28.99				0

		True		255		D9		Sample 45		24.15				0

		True		255		E9		Sample 57		26.32				0

		True		255		F9		Sample 69		26.92				0

		True		255		G9		Sample 81		31.11				0

		True		255		H9		Sample 93		28.17				0

		True		255		A10		Sample 10		22.58				0

		True		255		B10		Sample 22		22.66				0

		True		255		C10		Sample 34		22.62				0

		True		255		D10		Sample 46		21.92				0

		True		255		E10		Sample 58		27.8				0

		True		255		F10		Sample 70		29.75				0

		True		255		G10		Sample 82		35.14				0

		True		255		H10		Sample 94		33.13				0

		True		255		A11		Sample 11		26.83				0

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		27.92				0

		True		255		D11		Sample 47		28.13				0

		True		255		E11		Sample 59		28.17				0

		True		255		F11		Sample 71		29.18				0

		True		255		G11		Sample 83		29.21				0

		True		255		H11		Sample 95		37.32				0

		True		255		A12		Sample 12		32.85				0

		True		255		B12		Sample 24		37.39				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.64				0

		True		255		E12		Sample 60		24.99				0

		True		255		F12		Sample 72		36				0

		True		255		G12		Sample 84		24				0

		True		255		H12		Sample 96		20.62				0





29 05

		Experiment: array 2405  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		37.11				0

		True		255		C1		Sample 25		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D1		Sample 37		29.85				0

		True		255		E1		Sample 49		28.21				0

		True		255		F1		Sample 61		31.99				0

		True		255		G1		Sample 73		28.14				0

		True		255		H1		Sample 85		27.51				0

		True		255		A2		Sample 2		26.2				0

		True		255		B2		Sample 14		34.73				0

		True		255		C2		Sample 26		20.73				0

		True		255		D2		Sample 38		22.98				0

		True		255		E2		Sample 50		21.13				0

		True		255		F2		Sample 62		19.81				0

		True		255		G2		Sample 74		25.54				0

		True		255		H2		Sample 86		27.9				0

		True		255		A3		Sample 3		29.53				0

		True		255		B3		Sample 15		26.81				0

		True		255		C3		Sample 27		28.69				0

		True		255		D3		Sample 39		23.48				0

		True		255		E3		Sample 51		25.13				0

		True		255		F3		Sample 63		26.01				0

		True		255		G3		Sample 75		29.28				0

		True		255		H3		Sample 87		27.32				0

		True		255		A4		Sample 4		20.95				0

		True		255		B4		Sample 16		21.47				0

		True		255		C4		Sample 28		21.49				0

		True		255		D4		Sample 40		20.97				0

		True		255		E4		Sample 52		27.15				0

		True		255		F4		Sample 64		28.18				0

		True		255		G4		Sample 76		33.35				0

		True		255		H4		Sample 88		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A5		Sample 5		25.55				0

		True		255		B5		Sample 17		38.19				0

		True		255		C5		Sample 29		26.07				0

		True		255		D5		Sample 41		26.96				0

		True		255		E5		Sample 53		27.35				0

		True		255		F5		Sample 65		26.99				0

		True		255		G5		Sample 77		27.69				0

		True		255		H5		Sample 89		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A6		Sample 6		32.55				0

		True		255		B6		Sample 18		37.32				0

		True		255		C6		Sample 30		37.78				0

		True		255		D6		Sample 42		21.26				0

		True		255		E6		Sample 54		23.63				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		23.99				0

		True		255		H6		Sample 90		20.53				0

		Experiment: array 2405  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.61				0

		True		255		C7		Sample 31		37.43				0

		True		255		D7		Sample 43		30.34				0

		True		255		E7		Sample 55		30.49				0

		True		255		F7		Sample 67		35.87				0

		True		255		G7		Sample 79		29.46				0

		True		255		H7		Sample 91		28.27				0

		True		255		A8		Sample 8		26.92				0

		True		255		B8		Sample 20		35.54				0

		True		255		C8		Sample 32		20.09				0

		True		255		D8		Sample 44		25.34				0

		True		255		E8		Sample 56		25.08				0

		True		255		F8		Sample 68		21.6				0

		True		255		G8		Sample 80		25.28				0

		True		255		H8		Sample 92		27.94				0

		True		255		A9		Sample 9		29.86				0

		True		255		B9		Sample 21		27.89				0

		True		255		C9		Sample 33		28.98				0

		True		255		D9		Sample 45		24.02				0

		True		255		E9		Sample 57		26.31				0

		True		255		F9		Sample 69		26.75				0

		True		255		G9		Sample 81		31.15				0

		True		255		H9		Sample 93		28.01				0

		True		255		A10		Sample 10		22.25				0

		True		255		B10		Sample 22		22.54				0

		True		255		C10		Sample 34		22.44				0

		True		255		D10		Sample 46		21.76				0

		True		255		E10		Sample 58		27.45				0

		True		255		F10		Sample 70		29.6				0

		True		255		G10		Sample 82		34.28				0

		True		255		H10		Sample 94		32.66				0

		True		255		A11		Sample 11		26.62				0

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		27.49				0

		True		255		D11		Sample 47		27.88				0

		True		255		E11		Sample 59		27.92				0

		True		255		F11		Sample 71		29				0

		True		255		G11		Sample 83		29.08				0

		True		255		H11		Sample 95		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A12		Sample 12		32.58				0

		True		255		B12		Sample 24		38.27				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.55				0

		True		255		E12		Sample 60		24.81				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		23.98				0

		True		255		H12		Sample 96		20.82				0
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				Plaque 13 05		plaque du 21 05		Array 24 05		Array 27 05						Delta Ct =Ct gene -Ct gene de reference

		Gene Symbol		Ctr LB		8AH		RH Ctrl		TR Ctrl		IA Ctr		Moy		LB Ctrl		AH Ctrl		RH Ctrl		TR Ctrl		IA Ctrl		Moy des delta Ct		ecart type

		GHSR		40				40		40		40		40		15.906				15.906		15.906		15.906		15.906		0

		GH1		40		38.82		37.11		35.1		37.36		37.678		15.906		14.726		13.016		11.006		13.266		13.6635		2.1322347432

		GHRH				37.06		40						38.53				12.966		15.906				-24.094		14.436		2.0788939367

		GHR		31		29.83		29.85		29.93		30.6		30.242		6.906		5.736		5.756		5.836		6.506		6.0585		0.5666495095

		IGF1		31.51		32.82		28.21		31.84		33.6		31.596		7.416		8.726		4.116		7.746		9.506		7.001		2.0021738186

		IGF2		35.02		35.73		31.99		33.59		36.47		34.56		10.926		11.636		7.896		9.496		12.376		9.9885		1.6547180022

		IRS1		30.72		29.52		28.14		29.24		29		29.324		6.626		5.426		4.046		5.146		4.906		5.311		1.0598584811

		IRS2		29.3		28.75		27.51		28.29		28.23		28.416		5.206		4.656		3.416		4.196		4.136		4.3685		0.7574243637

		IGF1R		27.57		26.76		26.2		26.29		27.26		26.816		3.476		2.666		2.106		2.196		3.166		2.611		0.6267641768

		IGFBP1		36.47		40		34.73		36.75		34.48		36.486		12.376		15.906		10.636		12.656		10.386		12.8935		2.1981564245

		IGFBP3		21.5		21.49		20.73		21.11		20.21		21.008		-2.594		-2.604		-3.364		-2.984		-3.884		-2.8865		0.3664582741

		IGFBP5		24.77		23.72		22.98		24.27		21.51		23.45		0.676		-0.374		-1.114		0.176		-2.584		-0.159		0.7676153551

		IGFBP7		23.98		23.47		21.13		22.26		24.96		23.16		-0.114		-0.624		-2.964		-1.834		0.866		-1.384		1.276636205

		CTGF		22.32		21.45		19.81		20.46		21.45		21.098		-1.774		-2.644		-4.284		-3.634		-2.644		-3.084		1.1033585093

		INSIG1		26.65		25.79		25.54		25.93		27.73		26.328		2.556		1.696		1.446		1.836		3.636		1.8835		0.4764714052

		INSIG2		29.7		28.74		27.9		28.53		27.9		28.554		5.606		4.646		3.806		4.436		3.806		4.6235		0.7459390055

		INSR		30.44		29.66		29.53		29.55		30.02		29.84		6.346		5.566		5.436		5.456		5.926		5.701		0.4337818192

		TP53		27.67		27.18		26.81		27.03		27.7		27.278		3.576		3.086		2.716		2.936		3.606		3.0785		0.3648173059

		CDK19		29.3		28.28		28.69		28.49		28.7		28.692		5.206		4.186		4.596		4.396		4.606		4.596		0.4397726685

		CDKN1A		24.52		23.91		23.48		23.51		23.88		23.86		0.426		-0.184		-0.614		-0.584		-0.214		-0.239		0.4847336038

		MDM2		26.78		25.96		25.13		25.81		25.85		25.906		2.686		1.866		1.036		1.716		1.756		1.826		0.6775937819

		RBFOX2		27.11		26.44		26.01		26.17		26.57		26.46		3.016		2.346		1.916		2.076		2.476		2.3385		0.4852748362

		TGFB2		32.52		29.52		29.28		29.94		31.56		30.564		8.426		5.426		5.186		5.846		7.466		6.221		1.4950919704

		CASP3		40		28.03		27.32		28.01		28.16		30.304				3.936		3.226		3.916		4.066		3.6926666667		0.4042688874

		RPL15		22.63		21.32		20.95		21.77		22.3		21.794		-1.464		-2.774		-3.144		-2.324		-1.794		-2.4265		0.7239877992

		RPL5		23		21.93		21.47		21.99		22.57		22.192		-1.094		-2.164		-2.624		-2.104		-1.524		-1.9965		0.6449483183

		RPL26		22.83		21.68		21.49		21.97		22.65		22.124		-1.264		-2.414		-2.604		-2.124		-1.444		-2.1015		0.5921922548

		RPL19		22.26		20.96		20.97		21.26		22.08		21.506		-1.834		-3.134		-3.124		-2.834		-2.014		-2.7315		0.6142949889

		PARP4		28.27		26.94		27.15		27.21		28.35		27.584		4.176		2.846		3.056		3.116		4.256		3.2985		0.5963430221

		PARP1		29.88		28.95		28.18		29.26		29.62		29.178		5.786		4.856		4.086		5.166		5.526		4.9735		0.7067944067

		MKRN3		36.68		35.83		33.35		33.89		36.03		35.156		12.586		11.736		9.256		9.796		11.936		10.8435		1.5758886382

		MAGEL2		34.02		32.71		40		32.45		32.26		34.288		9.926		8.616		15.906		8.356		8.166		10.701		3.5373671942

		NDN		27		28.01		25.55		26		26.92		26.696		2.906		3.916		1.456		1.906		2.826		2.546		1.0960839384

		C15orf2		40		39.02		38.19		40		39.51		39.344		15.906		14.926		14.096		15.906		15.416		15.2085		0.873780102

		SNRPN		27.32		26.61		26.07		26.43		26.93		26.672		3.226		2.516		1.976		2.336		2.836		2.5135		0.5253808143

		UBE3A		28.71		27.46		26.96		27.49		28		27.724		4.616		3.366		2.866		3.396		3.906		3.561		0.7441550018

		HERC2		28.33		27.71		27.35		27.51		28.1		27.8		4.236		3.616		3.256		3.416		4.006		3.631		0.4293793971

		ATP10A		29.14		28.49		26.99		27.71		29.09		28.284		5.046		4.396		2.896		3.616		4.996		3.9885		0.9339298689

		GLB1		29.17		28.48		27.69		28.26		28.58		28.436		5.076		4.386		3.596		4.166		4.486		4.306		0.6118278625

		DLK1		36.94		34.73		40		36.77		40		37.688		12.846		10.636		15.906		12.676		15.906		13.016		2.1726328114

		OXT		34.11		33.87		32.55		32.68		33.58		33.358		10.016		9.776		8.456		8.586		9.486		9.2085		0.8016389462

		OCA2		40		37		37.32		36.67		34.33		37.064		15.906		12.906		13.226		12.576		10.236		13.6535		1.5249344248

		INS		40		36.94		37.78		40		40		38.944		15.906		12.846		13.686		15.906		15.906		14.586		1.562305988

		RPL27		22.67		21.72		21.26		21.72		22.55		21.984		-1.424		-2.374		-2.834		-2.374		-1.544

		PGK1		24.76		24.08		23.63		23.91		24.09		24.094		0.666		-0.014		-0.464		-0.184		-0.004

		HGDC		40		40		40		40		40		40

		RTC		24.07		24.16		23.99		24.04		23.83		24.018

		PPC		20.48		20.5		20.53		20.46		20.04		20.402

																																Moy des delta Ct		Moy des delta Ct

				Plaque 13 05		plaque du 21 05		Array 24 05		Array 27 05				Moy		Delta Ct =Ct gene -Ct gene de reference										Moy des delta Ct		ecart type				Ctr		PWS

				PWS MM		89 MP PWS (sous GH)		AJ PWS		AJ PWS		MZ				PWS MM		89 MP PWS (sous GH)		AJ PWS		AJ PWS		MZ

		GHSR		32.12		40		40		40		38.33		38.03		7.64		15.52		15.52		15.52		13.85		13.55		3.94		GHSR		15.905		13.55

		GH1		32.61		36.89		36.61		36.46		38.23		35.6425		8.13		12.41		12.13		11.98		13.75		11.1625		2.0295052763		GH1		13.6625		11.1625

		GHRH		37.1		38.82		37.43		40				38.3375		12.62		14.34		12.95		15.52		-24.48		13.8575		1.3356240739		GHRH		14.435		13.8575

		GHR		30.05		30.27		30.34		30.88		31.87		30.385		5.57		5.79		5.86		6.4		7.39		5.905		0.3523729085		GHR		6.0575		5.905

		IGF1		32.18		29.76		30.49		30.49		32.25		30.73		7.7		5.28		6.01		6.01		7.77		6.25		1.0260929133		IGF1		7		6.25

		IGF2		34.71		34.32		35.87		35.06		38.4		34.99		10.23		9.84		11.39		10.58		13.92		10.51		0.659949493		IGF2		9.9875		10.51

		IRS1		29.86		30.06		29.46		29.55		28.7		29.7325		5.38		5.58		4.98		5.07		4.22		5.2525		0.2775337817		IRS1		5.31		5.2525

		IRS2		28.13		28.76		28.27		28.68		27.58		28.46		3.65		4.28		3.79		4.2		3.1		3.98		0.3073543015		IRS2		4.3675		3.98

		IGF1R		27.08		27.34		26.92		27.12		26.82		27.115		2.6		2.86		2.44		2.64		2.34		2.635		0.173108829		IGF1R		2.61		2.635

		IGFBP1		34		35.26		35.54		34.5		40		34.825		9.52		10.78		11.06		10.02		15.52		10.345		0.7039649612		IGFBP1		12.8925		10.345

		IGFBP3		21.49		20.72		20.09		20.24		20.76		20.635		-2.99		-3.76		-4.39		-4.24		-3.72		-3.845		0.6301587102		IGFBP3		-2.8875		-3.845

		IGFBP5		25.91		23.93		25.34		25.63		23.63		25.2025		1.43		-0.55		0.86		1.15		-0.85		0.7225		0.8796732348		IGFBP5		-0.16		0.7225

		IGFBP7		25.46				25.08		25.26		25.11		25.2666666667		0.98				0.6		0.78		0.63		0.7866666667		0.1900876991		IGFBP7		-1.385		0.7866666667

		CTGF		21.75		20.34		21.6		21.76		20.26		21.3625		-2.73				-2.88		-2.72		-4.22		-2.7766666667		0.0896288644		CTGF		-3.085		-2.7766666667

		INSIG1		25.56		26.68		25.28		25.53		26.9		25.7625		1.08		2.2		0.8		1.05		2.42		1.2825		0.6244130577		INSIG1		1.8825		1.2825

		INSIG2		28.28		28.9		27.94		28.15		28.64		28.3175		3.8		4.42		3.46		3.67		4.16		3.8375		0.412825629		INSIG2		4.6225		3.8375

		INSR		30.09		30.34		29.86		29.98		30.22		30.0675		5.61		5.86		5.38		5.5		5.74		5.5875		0.2045116134		INSR		5.7		5.5875

		TP53		27.13		27.97		27.89		28.04		27.57		27.7575		2.65		3.49		3.41		3.56		3.09		3.2775		0.4227982182		TP53		3.0775		3.2775

		CDK19		28.76		29.42		28.98		28.99		29.04		29.0375		4.28		4.94		4.5		4.51		4.56		4.5575		0.2762094616		CDK19		4.595		4.5575

		CDKN1A		24.17		24.03		24.02		24.15		23.96		24.0925		-0.31		-0.45		-0.46		-0.33		-0.52		-0.3875		0.0784750491		CDKN1A		-0.24		-0.3875

		MDM2		25.85		26.12		26.31		26.32		26.04		26.15		1.37		1.64		1.83		1.84		1.56		1.67		0.220151463		MDM2		1.825		1.67

		RBFOX2		26.57		27.16		26.75		26.92		26.69		26.85		2.09		2.68		2.27		2.44		2.21		2.37		0.2512634739		RBFOX2		2.3375		2.37

		TGFB2		31.51		30.65		31.15		31.11		30.74		31.105		7.03		6.17		6.67		6.63		6.26		6.625		0.3526565846		TGFB2		6.22		6.625

		CASP3		27.88		28.66		28.01		28.17		28.03		28.18		3.4		4.18		3.53		3.69		3.55		3.7		0.3412721299		CASP3		3.6916666667		3.7

		RPL15		21.57		21.73		22.25		22.58		22.01		22.0325		-2.91		-2.75		-2.23		-1.9		-2.47		-2.4475		0.4663600183		RPL15		-2.4275		-2.4475

		RPL5		21.7		22.14		22.54		22.66		22.23		22.26		-2.78		-2.34		-1.94		-1.82		-2.25		-2.22		0.4345112196		RPL5		-1.9975		-2.22

		RPL26		21.78		21.99		22.44		22.62		21.97		22.2075		-2.7		-2.49		-2.04		-1.86		-2.51		-2.2725		0.3891336531		RPL26		-2.1025		-2.2725

		RPL19		21.31		21.34		21.76		21.92		21.62		21.5825		-3.17		-3.14		-2.72		-2.56		-2.86		-2.8975		0.3046719547		RPL19		-2.7325		-2.8975

		PARP4		27.26		28.01		27.45		27.8		28.06		27.63		2.78		3.53		2.97		3.32		3.58		3.15		0.337934905		PARP4		3.2975		3.15

		PARP1		29.03		29.75		29.6		29.75		29.46		29.5325		4.55		5.27		5.12		5.27		4.98		5.0525		0.3423813663		PARP1		4.9725		5.0525

		MKRN3		30.69		35.48		34.28		35.14		36.94		33.8975		6.21		11		9.8		10.66		12.46		9.4175		2.1971553579		MKRN3		10.8425		9.4175

		MAGEL2		27.93		33.98		32.66		33.13		35.3		31.925		3.45		9.5		8.18		8.65		10.82		7.445		2.7187803638		MAGEL2		10.7		7.445

		NDN		35.6		40		26.62		26.83		40		32.2625		11.12		15.52		2.14		2.35		15.52		7.7825		6.6422304236		NDN		2.545		7.7825

		C15orf2		33.66		40		40		40		40		38.415		9.18		15.52		15.52		15.52		15.52		13.935		3.17		C15orf2		15.2075		13.935

		SNRPN		40		40		27.49		27.92				33.8525		15.52		15.52		3.01		3.44		-24.48		9.3725		7.1006918677		SNRPN		2.5125		9.3725

		UBE3A		28.83		29.34		27.88		28.13		29.25		28.545		4.35		4.86		3.4		3.65		4.77		4.065		0.6652568426		UBE3A		3.56		4.065

		HERC2		28.97		29.46		27.92		28.17		29.08		28.63		4.49		4.98		3.44		3.69		4.6		4.15		0.7118520446		HERC2		3.63		4.15

		ATP10A		29.64		29.28		29		29.18		28.85		29.275		5.16		4.8		4.52		4.7		4.37		4.795		0.2695057204		ATP10A		3.9875		4.795

		GLB1		28.25		29.25		29.08		29.21		28.81		28.9475		3.77		4.77		4.6		4.73		4.33		4.4675		0.4706290117		GLB1		4.305		4.4675

		DLK1		35.35		35.93		40		37.32		35.66		37.15		10.87		11.45		15.52		12.84		11.18		12.67		2.0720199484		DLK1		13.015		12.67

		OXT		32.73		33.95		32.58		32.85		34.91		33.0275		8.25		9.47		8.1		8.37		10.43		8.5475		0.6248399795		OXT		9.2075		8.5475

		OCA2		31.64		38.19		38.27		37.39		39.53		36.3725		7.16		13.71		13.79		12.91		15.05		11.8925		3.1799200724		OCA2		13.6525		11.8925

		INS		37.11		40		40		40		40		39.2775		12.63		15.52		15.52		15.52		15.52		14.7975		1.445		INS		14.585		14.7975

		RPL27		21.47		22.06		22.55		22.64		22.12		22.18

		PGK1		24.04		24.08		24.81		24.99		24.47		24.48

		HGDC		34.92		40		40		36		40		37.73

		RTC		23.9		23.85		23.98		24		24.03		23.9325

		PPC		20.81				20.82		20.62		20.93		20.75

																Delta Ct

										Array 24 05		Array 27 05				Array 24 05		Array 27 05

										AJ PWS		AJ PWS				AJ PWS		AJ PWS

								GHSR		40		40				15.19		15.19

								GH1		36.61		36.46				11.8		11.65

								GHRH		37.43		40				12.62		15.19

								GHR		30.34		30.88				5.53		6.07

								IGF1		30.49		30.49				5.68		5.68

								IGF2		35.87		35.06				11.06		10.25

								IRS1		29.46		29.55				4.65		4.74

								IRS2		28.27		28.68				3.46		3.87

								IGF1R		26.92		27.12				2.11		2.31

								IGFBP1		35.54		34.5				10.73		9.69

								IGFBP3		20.09		20.24				-4.72		-4.57

								IGFBP5		25.34		25.63				0.53		0.82

								IGFBP7		25.08		25.26				0.27		0.45

								CTGF		21.6		21.76				-3.21		-3.05

								INSIG1		25.28		25.53				0.47		0.72

								INSIG2		27.94		28.15				3.13		3.34

								INSR		29.86		29.98				5.05		5.17

								TP53		27.89		28.04				3.08		3.23

								CDK19		28.98		28.99				4.17		4.18

								CDKN1A		24.02		24.15				-0.79		-0.66

								MDM2		26.31		26.32				1.5		1.51

								RBFOX2		26.75		26.92				1.94		2.11

								TGFB2		31.15		31.11				6.34		6.3

								CASP3		28.01		28.17				3.2		3.36

								RPL15		22.25		22.58				-2.56		-2.23

								RPL5		22.54		22.66				-2.27		-2.15

								RPL26		22.44		22.62				-2.37		-2.19

								RPL19		21.76		21.92				-3.05		-2.89

								PARP4		27.45		27.8				2.64		2.99

								PARP1		29.6		29.75				4.79		4.94

								MKRN3		34.28		35.14				9.47		10.33

								MAGEL2		32.66		33.13				7.85		8.32

								NDN		26.62		26.83				1.81		2.02

								C15orf2		40		40				15.19		15.19

								SNRPN		27.49		27.92				2.68		3.11

								UBE3A		27.88		28.13				3.07		3.32

								HERC2		27.92		28.17				3.11		3.36

								ATP10A		29		29.18				4.19		4.37

								GLB1		29.08		29.21				4.27		4.4

								DLK1		40		37.32				15.19		12.51

								OXT		32.58		32.85				7.77		8.04

								OCA2		38.27		37.39				13.46		12.58

								INS		40		40				15.19		15.19

								RPL27		22.55		22.64				-2.26		-2.17

						Host gene		PGK1		24.81		24.99				0		0.18

								HGDC		40		36

								RTC		23.98		24

								PPC		20.82		20.62

																												NDN

										SNRPN																Ctr Cells										Moy des deltas Ct		Ecart type

						Delta Ct =Ct gene -Ct gene de reference																				2.906		3.916		1.456		1.906		2.826		2.602		0.9574601819

				PWS MM		89 MP PWS (sous GH)				Moy		Ecart type				AJ PWS		AJ PWS		Moy		Ecart type

				15.52		15.52				15.52		0				3.01		3.44		3.225		0.3040559159				AJ		AJ		Moy des deltas Ct		Ecart type

																										1.81		2.02		1.915		0.148492424

						Delta Ct =Ct gene -Ct gene de reference

						Ctr LB		8AH		RH Ctrl		TR Ctrl		Moy des delta Ct		ecart type										PWS Cells						Moy des deltas Ct		Ecart type

						3.225		2.515		1.975		2.335		2.5125		0.5253808143										11.12		15.52		15.52		14.0533333333		2.5403411844

												Moy		Ecart type

										Ctr		2.5125		0.5253808143																Ctr		2.602		0.9574601819

										PC		3.225		0.3040559159																PC		1.915		0.148492424

										PWS		15.52		0																PWS		14.0533333333		2.5403411844

										0.000000147

				IA Ctr								MZ PWS

		Pos		Name		Cp				Pos		Name		Cp

		A1		Sample 1		40		GHSR		A7		Sample 7		38.33

		B1		Sample 13		37.36		GH1		B7		Sample 19		38.23

		C1		Sample 25				GHRH		C7		Sample 31

		D1		Sample 37		30.6		GHR		D7		Sample 43		31.87

		E1		Sample 49		33.6		IGF1		E7		Sample 55		32.25

		F1		Sample 61		36.47		IGF2		F7		Sample 67		38.4

		G1		Sample 73		29		IRS1		G7		Sample 79		28.7

		H1		Sample 85		28.23		IRS2		H7		Sample 91		27.58

		A2		Sample 2		27.26		IGF1R		A8		Sample 8		26.82

		B2		Sample 14		34.48		IGFBP1		B8		Sample 20		40

		C2		Sample 26		20.21		IGFBP3		C8		Sample 32		20.76

		D2		Sample 38		21.51		IGFBP5		D8		Sample 44		23.63

		E2		Sample 50		24.96		IGFBP7		E8		Sample 56		25.11

		F2		Sample 62		21.45		CTGF		F8		Sample 68		20.26

		G2		Sample 74		27.73		INSIG1		G8		Sample 80		26.9

		H2		Sample 86		27.9		INSIG2		H8		Sample 92		28.64

		A3		Sample 3		30.02		INSR		A9		Sample 9		30.22

		B3		Sample 15		27.7		TP53		B9		Sample 21		27.57

		C3		Sample 27		28.7		CDK19		C9		Sample 33		29.04

		D3		Sample 39		23.88		CDKN1A		D9		Sample 45		23.96

		E3		Sample 51		25.85		MDM2		E9		Sample 57		26.04

		F3		Sample 63		26.57		RBFOX2		F9		Sample 69		26.69

		G3		Sample 75		31.56		TGFB2		G9		Sample 81		30.74

		H3		Sample 87		28.16		CASP3		H9		Sample 93		28.03

		A4		Sample 4		22.3		RPL15		A10		Sample 10		22.01

		B4		Sample 16		22.57		RPL5		B10		Sample 22		22.23

		C4		Sample 28		22.65		RPL26		C10		Sample 34		21.97

		D4		Sample 40		22.08		RPL19		D10		Sample 46		21.62

		E4		Sample 52		28.35		PARP4		E10		Sample 58		28.06

		F4		Sample 64		29.62		PARP1		F10		Sample 70		29.46

		G4		Sample 76		36.03		MKRN3		G10		Sample 82		36.94

		H4		Sample 88		32.26		MAGEL2		H10		Sample 94		35.3

		A5		Sample 5		26.92		NDN		A11		Sample 11		40

		B5		Sample 17		39.51		C15orf2		B11		Sample 23		40

		C5		Sample 29		26.93		SNRPN		C11		Sample 35

		D5		Sample 41		28		UBE3A		D11		Sample 47		29.25

		E5		Sample 53		28.1		HERC2		E11		Sample 59		29.08

		F5		Sample 65		29.09		ATP10A		F11		Sample 71		28.85

		G5		Sample 77		28.58		GLB1		G11		Sample 83		28.81

		H5		Sample 89		40		DLK1		H11		Sample 95		35.66

		A6		Sample 6		33.58		OXT		A12		Sample 12		34.91

		B6		Sample 18		34.33		OCA2		B12		Sample 24		39.53

		C6		Sample 30		40		INS		C12		Sample 36		40

		D6		Sample 42		22.55		RPL27		D12		Sample 48		22.12

		E6		Sample 54		24.09		PGK1		E12		Sample 60		24.47

		F6		Sample 66		40		HGDC		F12		Sample 72		40

		G6		Sample 78		23.83		RTC		G12		Sample 84		24.03

		H6		Sample 90		20.04		PPC		H12		Sample 96		20.93





21 05

		0		0		0		0		3.94		3.94

		0		0		2.1322347432		2.1322347432		2.0295052763		2.0295052763

		0		0		2.0788939367		2.0788939367		1.3356240739		1.3356240739

		0		0		0.5666495095		0.5666495095		0.3523729085		0.3523729085

		0		0		2.0021738186		2.0021738186		1.0260929133		1.0260929133

		0		0		1.6547180022		1.6547180022		0.659949493		0.659949493

		0		0		1.0598584811		1.0598584811		0.2775337817		0.2775337817

		0		0		0.7574243637		0.7574243637		0.3073543015		0.3073543015

		0		0		0.6267641768		0.6267641768		0.173108829		0.173108829

		0		0		2.1981564245		2.1981564245		0.7039649612		0.7039649612

		0		0		0.3664582741		0.3664582741		0.6301587102		0.6301587102

		0		0		0.7676153551		0.7676153551		0.8796732348		0.8796732348

		0		0		1.276636205		1.276636205		0.1900876991		0.1900876991

		0		0		1.1033585093		1.1033585093		0.0896288644		0.0896288644

		0		0		0.4764714052		0.4764714052		0.6244130577		0.6244130577

		0		0		0.7459390055		0.7459390055		0.412825629		0.412825629

		0		0		0.4337818192		0.4337818192		0.2045116134		0.2045116134

		0		0		0.3648173059		0.3648173059		0.4227982182		0.4227982182

		0		0		0.4397726685		0.4397726685		0.2762094616		0.2762094616

		0		0		0.4847336038		0.4847336038		0.0784750491		0.0784750491

		0		0		0.6775937819		0.6775937819		0.220151463		0.220151463

		0		0		0.4852748362		0.4852748362		0.2512634739		0.2512634739

		0		0		1.4950919704		1.4950919704		0.3526565846		0.3526565846

		0		0		0.4042688874		0.4042688874		0.3412721299		0.3412721299

		0		0		0.7239877992		0.7239877992		0.4663600183		0.4663600183

		0		0		0.6449483183		0.6449483183		0.4345112196		0.4345112196

		0		0		0.5921922548		0.5921922548		0.3891336531		0.3891336531

		0		0		0.6142949889		0.6142949889		0.3046719547		0.3046719547

		0		0		0.5963430221		0.5963430221		0.337934905		0.337934905

		0		0		0.7067944067		0.7067944067		0.3423813663		0.3423813663

		0		0		1.5758886382		1.5758886382		2.1971553579		2.1971553579

		0		0		3.5373671942		3.5373671942		2.7187803638		2.7187803638

		0		0		1.0960839384		1.0960839384		6.6422304236		6.6422304236

		0		0		0.873780102		0.873780102		3.17		3.17

		0		0		0.5253808143		0.5253808143		7.1006918677		7.1006918677

		0		0		0.7441550018		0.7441550018		0.6652568426		0.6652568426

		0		0		0.4293793971		0.4293793971		0.7118520446		0.7118520446

		0		0		0.9339298689		0.9339298689		0.2695057204		0.2695057204

		0		0		0.6118278625		0.6118278625		0.4706290117		0.4706290117

		0		0		2.1726328114		2.1726328114		2.0720199484		2.0720199484

		0		0		0.8016389462		0.8016389462		0.6248399795		0.6248399795

		0		0		1.5249344248		1.5249344248		3.1799200724		3.1799200724

		0		0		1.562305988		1.562305988		1.445		1.445



Ctr

PWS

Delta Ct



				0.5253808143		0.5253808143

				0.3040559159		0.3040559159

				0		0



Δ Ct

SNRPN gene expression



		IGFBP1		IGFBP1		2.1981564245		2.1981564245		0.7039649612		0.7039649612

		IGFBP3		IGFBP3		0.3664582741		0.3664582741		0.6301587102		0.6301587102

		IGFBP5		IGFBP5		0.7676153551		0.7676153551		0.8796732348		0.8796732348

		IGFBP7		IGFBP7		1.276636205		1.276636205		0.1900876991		0.1900876991

		CTGF		CTGF		1.1033585093		1.1033585093		0.0896288644		0.0896288644



Ctr

PWS

Delta Ct

IGFBPs Gene Expression

12.8925

10.345

-2.8875

-3.845

-0.16

0.7225

-1.385

0.7866666667

-3.085

-2.7766666667



				0.9574601819		0.9574601819

				0.148492424		0.148492424

				2.5403411844		2.5403411844



Δ Ct

NDN gene expression



		Experiment: array 29 05  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		37.36				0

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		30.6				0

		True		255		E1		Sample 49		33.6				0

		True		255		F1		Sample 61		36.47				0

		True		255		G1		Sample 73		29				0

		True		255		H1		Sample 85		28.23				0

		True		255		A2		Sample 2		27.26				0

		True		255		B2		Sample 14		34.48				0

		True		255		C2		Sample 26		20.21				0

		True		255		D2		Sample 38		21.51				0

		True		255		E2		Sample 50		24.96				0

		True		255		F2		Sample 62		21.45				0

		True		255		G2		Sample 74		27.73				0

		True		255		H2		Sample 86		27.9				0

		True		255		A3		Sample 3		30.02				0

		True		255		B3		Sample 15		27.7				0

		True		255		C3		Sample 27		28.7				0

		True		255		D3		Sample 39		23.88				0

		True		255		E3		Sample 51		25.85				0

		True		255		F3		Sample 63		26.57				0

		True		255		G3		Sample 75		31.56				0

		True		255		H3		Sample 87		28.16				0

		True		255		A4		Sample 4		22.3				0

		True		255		B4		Sample 16		22.57				0

		True		255		C4		Sample 28		22.65				0

		True		255		D4		Sample 40		22.08				0

		True		255		E4		Sample 52		28.35				0

		True		255		F4		Sample 64		29.62				0

		True		255		G4		Sample 76		36.03				0

		True		255		H4		Sample 88		32.26				0

		True		255		A5		Sample 5		26.92				0

		True		255		B5		Sample 17		39.51				0

		True		255		C5		Sample 29		26.93				0

		True		255		D5		Sample 41		28				0

		True		255		E5		Sample 53		28.1				0

		True		255		F5		Sample 65		29.09				0

		True		255		G5		Sample 77		28.58				0

		True		255		H5		Sample 89		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A6		Sample 6		33.58				0

		True		255		B6		Sample 18		34.33				0

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		22.55				0

		True		255		E6		Sample 54		24.09				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		23.83				0

		True		255		H6		Sample 90		20.04				0

		Experiment: array 29 05  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		38.33				0

		True		255		B7		Sample 19		38.23				0

		True		65280		C7		Sample 31						0

		True		255		D7		Sample 43		31.87				0

		True		255		E7		Sample 55		32.25				0

		True		255		F7		Sample 67		38.4				0

		True		255		G7		Sample 79		28.7				0

		True		255		H7		Sample 91		27.58				0

		True		255		A8		Sample 8		26.82				0

		True		255		B8		Sample 20		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C8		Sample 32		20.76				0

		True		255		D8		Sample 44		23.63				0

		True		255		E8		Sample 56		25.11				0

		True		255		F8		Sample 68		20.26				0

		True		255		G8		Sample 80		26.9				0

		True		255		H8		Sample 92		28.64				0

		True		255		A9		Sample 9		30.22				0

		True		255		B9		Sample 21		27.57				0

		True		255		C9		Sample 33		29.04				0

		True		255		D9		Sample 45		23.96				0

		True		255		E9		Sample 57		26.04				0

		True		255		F9		Sample 69		26.69				0

		True		255		G9		Sample 81		30.74				0

		True		255		H9		Sample 93		28.03				0

		True		255		A10		Sample 10		22.01				0

		True		255		B10		Sample 22		22.23				0

		True		255		C10		Sample 34		21.97				0

		True		255		D10		Sample 46		21.62				0

		True		255		E10		Sample 58		28.06				0

		True		255		F10		Sample 70		29.46				0

		True		255		G10		Sample 82		36.94				0

		True		255		H10		Sample 94		35.3				0

		True		255		A11		Sample 11		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		65280		C11		Sample 35						0

		True		255		D11		Sample 47		29.25				0

		True		255		E11		Sample 59		29.08				0

		True		255		F11		Sample 71		28.85				0

		True		255		G11		Sample 83		28.81				0

		True		255		H11		Sample 95		35.66				0

		True		255		A12		Sample 12		34.91				0

		True		255		B12		Sample 24		39.53				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.12				0

		True		255		E12		Sample 60		24.47				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		24.03				0

		True		255		H12		Sample 96		20.93				0





		Experiment: array 2105  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		65280		A1		Sample 1						0

		True		255		B1		Sample 13		38.82				0

		True		255		C1		Sample 25		37.06				0

		True		255		D1		Sample 37		29.83				0

		True		255		E1		Sample 49		32.82				0

		True		255		F1		Sample 61		35.73				0

		True		255		G1		Sample 73		29.52				0

		True		255		H1		Sample 85		28.75				0

		True		255		A2		Sample 2		26.76				0

		True		255		B2		Sample 14		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C2		Sample 26		21.49				0

		True		255		D2		Sample 38		23.72				0

		True		255		E2		Sample 50		23.47				0

		True		255		F2		Sample 62		21.45				0

		True		255		G2		Sample 74		25.79				0

		True		255		H2		Sample 86		28.74				0

		True		255		A3		Sample 3		29.66				0

		True		255		B3		Sample 15		27.18				0

		True		255		C3		Sample 27		28.28				0

		True		255		D3		Sample 39		23.91				0

		True		255		E3		Sample 51		25.96				0

		True		255		F3		Sample 63		26.44				0

		True		255		G3		Sample 75		29.52				0

		True		255		H3		Sample 87		28.03				0

		True		255		A4		Sample 4		21.32				0

		True		255		B4		Sample 16		21.93				0

		True		255		C4		Sample 28		21.68				0

		True		255		D4		Sample 40		20.96				0

		True		255		E4		Sample 52		26.94				0

		True		255		F4		Sample 64		28.95				0

		True		255		G4		Sample 76		35.83				0

		True		255		H4		Sample 88		32.71				0

		True		255		A5		Sample 5		28.01				0

		True		255		B5		Sample 17		39.02				0

		True		255		C5		Sample 29		26.61				0

		True		255		D5		Sample 41		27.46				0

		True		255		E5		Sample 53		27.71				0

		True		255		F5		Sample 65		28.49				0

		True		255		G5		Sample 77		28.48				0

		True		255		H5		Sample 89		34.73				0

		True		255		A6		Sample 6		33.87				0

		True		255		B6		Sample 18		37				0

		True		255		C6		Sample 30		36.94				0

		True		255		D6		Sample 42		21.72				0

		True		255		E6		Sample 54		24.08				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.16				0

		True		255		H6		Sample 90		20.5				0

		Experiment: array 2105  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.89				0

		True		255		C7		Sample 31		38.82				0

		True		255		D7		Sample 43		30.27				0

		True		255		E7		Sample 55		29.76				0

		True		255		F7		Sample 67		34.32				0

		True		255		G7		Sample 79		30.06				0

		True		255		H7		Sample 91		28.76				0

		True		255		A8		Sample 8		27.34				0

		True		255		B8		Sample 20		35.26				0

		True		255		C8		Sample 32		20.72				0

		True		255		D8		Sample 44		23.93				0

		True		255		E8		Sample 56		21.88				0

		True		255		F8		Sample 68		20.34				0

		True		255		G8		Sample 80		26.68				0

		True		255		H8		Sample 92		28.9				0

		True		255		A9		Sample 9		30.34				0

		True		255		B9		Sample 21		27.97				0

		True		255		C9		Sample 33		29.42				0

		True		255		D9		Sample 45		24.03				0

		True		255		E9		Sample 57		26.12				0

		True		255		F9		Sample 69		27.16				0

		True		255		G9		Sample 81		30.65				0

		True		255		H9		Sample 93		28.66				0

		True		255		A10		Sample 10		21.73				0

		True		255		B10		Sample 22		22.14				0

		True		255		C10		Sample 34		21.99				0

		True		255		D10		Sample 46		21.34				0

		True		255		E10		Sample 58		28.01				0

		True		255		F10		Sample 70		29.75				0

		True		255		G10		Sample 82		35.48				0

		True		255		H10		Sample 94		33.98				0

		True		255		A11		Sample 11		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D11		Sample 47		29.34				0

		True		255		E11		Sample 59		29.46				0

		True		255		F11		Sample 71		29.28				0

		True		255		G11		Sample 83		29.25				0

		True		255		H11		Sample 95		35.93				0

		True		255		A12		Sample 12		33.95				0

		True		255		B12		Sample 24		38.19				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.06				0

		True		255		E12		Sample 60		24.08				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		23.85				0

		True		255		H12		Sample 96		20.59				0
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analyse

		Gene Symbol				Ctr LB				PWS MM

		GHSR		A1		40		A7		32.12								1		2		3		4		5		6		7		8		9		10		11		12

		GH1		B1		40		B7		32.61		Tm pas bon				A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		GHRH		C1				C7		37.1						B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		GHR		D1		31		D7		30.05						C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		IGF1		E1		31.51		E7		32.18						D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		IGF2		F1		35.02		F7		34.71						E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		IRS1		G1		30.72		G7		29.86						F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		IRS2		H1		29.3		H7		28.13						G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		IGF1R		A2		27.57		A8		27.08						H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		IGFBP1		B2		36.47		B8		34

		IGFBP3		C2		21.5		C8		21.49

		IGFBP5		D2		24.77		D8		25.91

		IGFBP7		E2		23.98		E8		25.46

		CTGF		F2		22.32		F8		21.75

		INSIG1		G2		26.65		G8		25.56

		INSIG2		H2		29.7		H8		28.28

		INSR		A3		30.44		A9		30.09

		TP53		B3		27.67		B9		27.13

		CDK19		C3		29.3		C9		28.76

		CDKN1A		D3		24.52		D9		24.17

		MDM2		E3		26.78		E9		25.85

		RBFOX2		F3		27.11		F9		26.57

		TGFB2		G3		32.52		G9		31.51

		CASP3		H3		40		H9		27.88

		RPL15		A4		22.63		A10		21.57

		RPL5		B4		23		B10		21.7

		RPL26		C4		22.83		C10		21.78

		RPL19		D4		22.26		D10		21.31

		PARP4		E4		28.27		E10		27.26

		PARP1		F4		29.88		F10		29.03

		MKRN3		G4		36.68		G10		30.69

		MAGEL2		H4		34.02		H10		27.93

		NDN		A5		27		A11		35.6

		C15orf2		B5		40		B11		33.66

		SNRPN		C5		27.32		C11		40

		UBE3A		D5		28.71		D11		28.83

		HERC2		E5		28.33		E11		28.97

		ATP10A		F5		29.14		F11		29.64

		GLB1		G5		29.17		G11		28.25

		DLK1		H5		36.94		H11		35.35

		OXT		A6		34.11		A12		32.73

		OCA2		B6		40		B12		31.64

		INS		C6		40		C12		37.11

		RPL27		D6		22.67		D12		21.47

		PGK1		E6		24.76		E12		24.04

		HGDC		F6		40		F12		34.92

		RTC		G6		24.07		G12		23.9

		PPC		H6		20.48		H12		20.81

				GHR		31		30.05

				IGF1		31.51		32.18

				IGF2		35.02		34.71

				IRS1		30.72		29.86

				IRS2		29.3		28.13

				IGF1R		27.57		27.08

				IGFBP1		36.47		34

				IGFBP3		21.5		21.49

				IGFBP5		24.77		25.91

				IGFBP7		23.98		25.46

				CTGF		22.32		21.75

				INSIG1		26.65		25.56

				INSIG2		29.7		28.28

				INSR		30.44		30.09

				TP53		27.67		27.13

				CDK19		29.3		28.76

				CDKN1A		24.52		24.17

				MDM2		26.78		25.85

				RBFOX2		27.11		26.57

				TGFB2		32.52		31.51

				RPL15		22.63		21.57

				RPL5		23		21.7

				RPL26		22.83		21.78

				RPL19		22.26		21.31

				PARP4		28.27		27.26

				PARP1		29.88		29.03

				MKRN3		36.68		30.69

				MAGEL2		34.02		27.93

				UBE3A		28.71		28.83

				HERC2		28.33		28.97

				ATP10A		29.14		29.64

				GLB1		29.17		28.25

				DLK1		36.94		35.35

				NDN		27		35.6

				RPL27		22.67		21.47

				PGK1		24.76		24.04

				PPC		20.48		20.81

				plaque du 21 05

		Gene Symbol				8AH		89 MP PWS (sous GH)

		GHSR		A1				A7		40

		GH1		B1		38.82		B7		36.89

		GHRH		C1		37.06		C7		38.82

		GHR		D1		29.83		D7		30.27						1		2		3		4		5		6		7		8		9		10		11		12

		IGF1		E1		32.82		E7		29.76				A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		IGF2		F1		35.73		F7		34.32				B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		IRS1		G1		29.52		G7		30.06				C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		IRS2		H1		28.75		H7		28.76				D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		IGF1R		A2		26.76		A8		27.34				E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		IGFBP1		B2		40		B8		35.26				F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		IGFBP3		C2		21.49		C8		20.72				G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		IGFBP5		D2		23.72		D8		23.93				H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		IGFBP7		E2		23.47		E8		21.88

		CTGF		F2		21.45		F8		20.34

		INSIG1		G2		25.79		G8		26.68

		INSIG2		H2		28.74		H8		28.9

		INSR		A3		29.66		A9		30.34

		TP53		B3		27.18		B9		27.97

		CDK19		C3		28.28		C9		29.42

		CDKN1A		D3		23.91		D9		24.03

		MDM2		E3		25.96		E9		26.12

		RBFOX2		F3		26.44		F9		27.16

		TGFB2		G3		29.52		G9		30.65

		CASP3		H3		28.03		H9		28.66

		RPL15		A4		21.32		A10		21.73

		RPL5		B4		21.93		B10		22.14

		RPL26		C4		21.68		C10		21.99

		RPL19		D4		20.96		D10		21.34

		PARP4		E4		26.94		E10		28.01

		PARP1		F4		28.95		F10		29.75

		MKRN3		G4		35.83		G10		35.48

		MAGEL2		H4		32.71		H10		33.98

		NDN		A5		28.01		A11		40

		C15orf2		B5		39.02		B11		40

		SNRPN		C5		26.61		C11		40

		UBE3A		D5		27.46		D11		29.34

		HERC2		E5		27.71		E11		29.46

		ATP10A		F5		28.49		F11		29.28

		GLB1		G5		28.48		G11		29.25

		DLK1		H5		34.73		H11		35.93

		OXT		A6		33.87		A12		33.95

		OCA2		B6		37		B12		38.19

		INS		C6		36.94		C12		40

		RPL27		D6		21.72		D12		22.06

		PGK1		E6		24.08		E12		24.08

		HGDC		F6		40		F12		40

		RTC		G6		24.16		G12		23.85

		PPC		H6		20.5		H12		20.59

				Ct AH Ctr		Ct 89MP PWS

		GHSR				40

		GH1		38.82		36.89

		GHRH		37.06		38.82

		GHR		29.83		30.27

		IGF1		32.82		29.76

		IGF2		35.73		34.32

		IRS1		29.52		30.06

		IRS2		28.75		28.76

		IGF1R		26.76		27.34

		IGFBP1		40		35.26

		IGFBP3		21.49		20.72

		IGFBP5		23.72		23.93

		IGFBP7		23.47		21.88

		CTGF		21.45		20.34

		INSIG1		25.79		26.68

		INSIG2		28.74		28.9

		INSR		29.66		30.34

		TP53		27.18		27.97

		CDK19		28.28		29.42

		CDKN1A		23.91		24.03

		MDM2		25.96		26.12

		RBFOX2		26.44		27.16

		TGFB2		29.52		30.65

		CASP3		28.03		28.66

		RPL15		21.32		21.73

		RPL5		21.93		22.14

		RPL26		21.68		21.99

		RPL19		20.96		21.34

		PARP4		26.94		28.01

		PARP1		28.95		29.75

		MKRN3		35.83		35.48

		MAGEL2		32.71		33.98

		NDN		28.01		40

		C15orf2		39.02		40

		SNRPN		26.61		40

		UBE3A		27.46		29.34

		HERC2		27.71		29.46

		ATP10A		28.49		29.28

		GLB1		28.48		29.25

		DLK1		34.73		35.93

		OXT		33.87		33.95

		OCA2		37		38.19

		INS		36.94		40

		RPL27		21.72		22.06

		PGK1		24.08		24.08

		HGDC		40		40

		RTC		24.16		23.85

		PPC		20.5		20.59

		Array 24 05

				RH Ctrl				AJ PWS

				pos		Ct		pos		Ct

		GHSR		A1		40		A7		40

		GH1		B1		37.11		B7		36.61

		GHRH		C1		40		C7		37.43

		GHR		D1		29.85		D7		30.34

		IGF1		E1		28.21		E7		30.49

		IGF2		F1		31.99		F7		35.87

		IRS1		G1		28.14		G7		29.46

		IRS2		H1		27.51		H7		28.27

		IGF1R		A2		26.2		A8		26.92

		IGFBP1		B2		34.73		B8		35.54

		IGFBP3		C2		20.73		C8		20.09

		IGFBP5		D2		22.98		D8		25.34

		IGFBP7		E2		21.13		E8		25.08

		CTGF		F2		19.81		F8		21.6

		INSIG1		G2		25.54		G8		25.28

		INSIG2		H2		27.9		H8		27.94

		INSR		A3		29.53		A9		29.86

		TP53		B3		26.81		B9		27.89

		CDK19		C3		28.69		C9		28.98

		CDKN1A		D3		23.48		D9		24.02

		MDM2		E3		25.13		E9		26.31

		RBFOX2		F3		26.01		F9		26.75

		TGFB2		G3		29.28		G9		31.15

		CASP3		H3		27.32		H9		28.01

		RPL15		A4		20.95		A10		22.25

		RPL5		B4		21.47		B10		22.54

		RPL26		C4		21.49		C10		22.44

		RPL19		D4		20.97		D10		21.76

		PARP4		E4		27.15		E10		27.45

		PARP1		F4		28.18		F10		29.6

		MKRN3		G4		33.35		G10		34.28

		MAGEL2		H4		40		H10		32.66

		NDN		A5		25.55		A11		26.62

		C15orf2		B5		38.19		B11		40

		SNRPN		C5		26.07		C11		27.49

		UBE3A		D5		26.96		D11		27.88

		HERC2		E5		27.35		E11		27.92

		ATP10A		F5		26.99		F11		29

		GLB1		G5		27.69		G11		29.08

		DLK1		H5		40		H11		40

		OXT		A6		32.55		A12		32.58

		OCA2		B6		37.32		B12		38.27

		INS		C6		37.78		C12		40

		RPL27		D6		21.26		D12		22.55

		PGK1		E6		23.63		E12		24.81

		HGDC		F6		40		F12		40

		RTC		G6		23.99		G12		23.98

		PPC		H6		20.53		H12		20.82

		Array 24 05

				RH Ctrl		AJ PWS

				Ct		Ct

		GHSR		40		40

		GH1		37.11		36.61

		GHRH		40		37.43

		GHR		29.85		30.34

		IGF1		28.21		30.49

		IGF2		31.99		35.87

		IRS1		28.14		29.46

		IRS2		27.51		28.27

		IGF1R		26.2		26.92

		IGFBP1		34.73		35.54

		IGFBP3		20.73		20.09

		IGFBP5		22.98		25.34

		IGFBP7		21.13		25.08

		CTGF		19.81		21.6

		INSIG1		25.54		25.28

		INSIG2		27.9		27.94

		INSR		29.53		29.86

		TP53		26.81		27.89

		CDK19		28.69		28.98

		CDKN1A		23.48		24.02

		MDM2		25.13		26.31

		RBFOX2		26.01		26.75

		TGFB2		29.28		31.15

		CASP3		27.32		28.01

		RPL15		20.95		22.25

		RPL5		21.47		22.54

		RPL26		21.49		22.44

		RPL19		20.97		21.76

		PARP4		27.15		27.45

		PARP1		28.18		29.6

		MKRN3		33.35		34.28

		MAGEL2		40		32.66

		NDN		25.55		26.62

		C15orf2		38.19		40

		SNRPN		26.07		27.49

		UBE3A		26.96		27.88

		HERC2		27.35		27.92

		ATP10A		26.99		29

		GLB1		27.69		29.08

		DLK1		40		40

		OXT		32.55		32.58

		OCA2		37.32		38.27

		INS		37.78		40

		RPL27		21.26		22.55

		PGK1		23.63		24.81

		HGDC		40		40

		RTC		23.99		23.98

		PPC		20.53		20.82

		Array 27 05

				TR Ctrl				AJ PWS

				Pos		Cp		Pos		Cp

		GHSR		A1		40		A7		40

		GH1		B1		35.1		B7		36.46

		GHRH		C1				C7		40

		GHR		D1		29.93		D7		30.88

		IGF1		E1		31.84		E7		30.49

		IGF2		F1		33.59		F7		35.06

		IRS1		G1		29.24		G7		29.55

		IRS2		H1		28.29		H7		28.68

		IGF1R		A2		26.29		A8		27.12

		IGFBP1		B2		36.75		B8		34.5

		IGFBP3		C2		21.11		C8		20.24

		IGFBP5		D2		24.27		D8		25.63

		IGFBP7		E2		22.26		E8		25.26

		CTGF		F2		20.46		F8		21.76

		INSIG1		G2		25.93		G8		25.53

		INSIG2		H2		28.53		H8		28.15

		INSR		A3		29.55		A9		29.98

		TP53		B3		27.03		B9		28.04

		CDK19		C3		28.49		C9		28.99

		CDKN1A		D3		23.51		D9		24.15

		MDM2		E3		25.81		E9		26.32

		RBFOX2		F3		26.17		F9		26.92

		TGFB2		G3		29.94		G9		31.11

		CASP3		H3		28.01		H9		28.17

		RPL15		A4		21.77		A10		22.58

		RPL5		B4		21.99		B10		22.66

		RPL26		C4		21.97		C10		22.62

		RPL19		D4		21.26		D10		21.92

		PARP4		E4		27.21		E10		27.8

		PARP1		F4		29.26		F10		29.75

		MKRN3		G4		33.89		G10		35.14

		MAGEL2		H4		32.45		H10		33.13

		NDN		A5		26		A11		26.83

		C15orf2		B5		40		B11		40

		SNRPN		C5		26.43		C11		27.92

		UBE3A		D5		27.49		D11		28.13

		HERC2		E5		27.51		E11		28.17

		ATP10A		F5		27.71		F11		29.18

		GLB1		G5		28.26		G11		29.21

		DLK1		H5		36.77		H11		37.32

		OXT		A6		32.68		A12		32.85

		OCA2		B6		36.67		B12		37.39

		INS		C6		40		C12		40

		RPL27		D6		21.72		D12		22.64

		PGK1		E6		23.91		E12		24.99

		HGDC		F6		40		F12		36

		RTC		G6		24.04		G12		24

		PPC		H6		20.46		H12		20.62
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gene list

		Experiment: array 1305  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		16711680		A1		Sample 1		40				0		?, > - Detector Call uncertain, Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		31				0

		True		255		E1		Sample 49		31.51				0

		True		255		F1		Sample 61		35.02				0

		True		255		G1		Sample 73		30.72				0

		True		255		H1		Sample 85		29.3				0

		True		255		A2		Sample 2		27.57				0

		True		255		B2		Sample 14		36.47				0

		True		255		C2		Sample 26		21.5				0

		True		255		D2		Sample 38		24.77				0

		True		255		E2		Sample 50		23.98				0

		True		255		F2		Sample 62		22.32				0

		True		255		G2		Sample 74		26.65				0

		True		255		H2		Sample 86		29.7				0

		True		255		A3		Sample 3		30.44				0

		True		255		B3		Sample 15		27.67				0

		True		255		C3		Sample 27		29.3				0

		True		255		D3		Sample 39		24.52				0

		True		255		E3		Sample 51		26.78				0

		True		255		F3		Sample 63		27.11				0

		True		255		G3		Sample 75		32.52				0

		True		255		H3		Sample 87		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A4		Sample 4		22.63				0

		True		255		B4		Sample 16		23				0

		True		255		C4		Sample 28		22.83				0

		True		255		D4		Sample 40		22.26				0

		True		255		E4		Sample 52		28.27				0

		True		255		F4		Sample 64		29.88				0

		True		255		G4		Sample 76		36.68				0

		True		255		H4		Sample 88		34.02				0

		True		255		A5		Sample 5		27				0

		True		255		B5		Sample 17		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C5		Sample 29		27.32				0

		True		255		D5		Sample 41		28.71				0

		True		255		E5		Sample 53		28.33				0

		True		255		F5		Sample 65		29.14				0

		True		255		G5		Sample 77		29.17				0

		True		255		H5		Sample 89		36.94				0

		True		255		A6		Sample 6		34.11				0

		True		255		B6		Sample 18		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		22.67				0

		True		255		E6		Sample 54		24.76				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.07				0

		True		255		H6		Sample 90		20.48				0

		Experiment: array 1305  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		32.12				0

		True		255		B7		Sample 19		32.61				0

		True		255		C7		Sample 31		37.1				0

		True		255		D7		Sample 43		30.05				0

		True		255		E7		Sample 55		32.18				0

		True		255		F7		Sample 67		34.71				0

		True		255		G7		Sample 79		29.86				0

		True		255		H7		Sample 91		28.13				0

		True		255		A8		Sample 8		27.08				0

		True		255		B8		Sample 20		34				0

		True		255		C8		Sample 32		21.49				0

		True		255		D8		Sample 44		25.91				0

		True		255		E8		Sample 56		25.46				0

		True		255		F8		Sample 68		21.75				0

		True		255		G8		Sample 80		25.56				0

		True		255		H8		Sample 92		28.28				0

		True		255		A9		Sample 9		30.09				0

		True		255		B9		Sample 21		27.13				0

		True		255		C9		Sample 33		28.76				0

		True		255		D9		Sample 45		24.17				0

		True		255		E9		Sample 57		25.85				0

		True		255		F9		Sample 69		26.57				0

		True		255		G9		Sample 81		31.51				0

		True		255		H9		Sample 93		27.88				0

		True		255		A10		Sample 10		21.57				0

		True		255		B10		Sample 22		21.7				0

		True		255		C10		Sample 34		21.78				0

		True		255		D10		Sample 46		21.31				0

		True		255		E10		Sample 58		27.26				0

		True		255		F10		Sample 70		29.03				0

		True		255		G10		Sample 82		30.69				0

		True		255		H10		Sample 94		27.93				0

		True		255		A11		Sample 11		35.6				0

		True		255		B11		Sample 23		33.66				0

		True		255		C11		Sample 35		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D11		Sample 47		28.83				0

		True		255		E11		Sample 59		28.97				0

		True		255		F11		Sample 71		29.64				0

		True		255		G11		Sample 83		28.25				0

		True		255		H11		Sample 95		35.35				0

		True		255		A12		Sample 12		32.73				0

		True		255		B12		Sample 24		31.64				0

		True		255		C12		Sample 36		37.11				0

		True		255		D12		Sample 48		21.47				0

		True		255		E12		Sample 60		24.04				0

		True		255		F12		Sample 72		34.92				0

		True		255		G12		Sample 84		23.9				0

		True		255		H12		Sample 96		20.81				0





27 05

				1		2		3		4		5		6		7		8		9		10		11		12

		A		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41		GHSR
1		IGF1R
9		INSR
17		RPL15
25		NDN
33		OXT
41

		B		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42		GH1
2		IGFBP1
10		TP53
18		RPL5
26		C15orf2
34		OCA2
42

		C		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43		GHRH
3		IGFBP3
11		CDK19
19		RPL26
27		SNRPN
35		INS
43

		D		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44		GHR
4		IGFBP5
12		CDKN1A
20		RPL19
28		UBE3A
36		RPL27
44

		E		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45		IGF1
5		IGFBP7
13		MDM2
21		PARP4
29		HERC2
37		PGK1
45

		F		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46		IGF2
6		CTGF
14		RBFOX2
22		PARP1
30		ATP10A
38		HGDC
46

		G		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47		IRS1
7		INSIG1
15		TGFB2
23		MKRN3
31		GLB1
39		RTC
47

		H		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48		IRS2
8		INSIG2
16		CASP3
24		MAGEL2
32		DLK1
40		PPC
48

		I have carefully examined the gene symbols and matching refseq #'s on this customarray order form, and approve of these selection and final layout.

		By returning this signed approval form with a PO#, a custom array will be manufactured to the specification described.

		Sign																				Date

		Custom Catalog Number:		CAPH11816

		Date:		2013-03-05

		Customer Name:		SANAA EDDIRY

		Plate Format:		48 x 2

		Real Time Instrument:		LightCycler 480 96-well block

		Institutition:		INSERM UMR1043

		Phone #:		+33 562 74 86 71

		Email:		sanaa.eddiry@inserm.fr

		Quote:		LFL61303AR13

		Return to Fax #: 888-465-9859
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		Gene Symbol		Alias		Refseq #		Official Full Name		RT2 Catalog Number		Specially Requested Design

		GHSR		-		NM_004122		Growth hormone secretagogue receptor		PPH02613

		GH1		GH/GH-N/GHN/IGHD1B/hGH-N		NM_000515		Growth hormone 1		PPH00577

		GHRH		GHRF/GRF/INN/MGC119781		NM_021081		Growth hormone releasing hormone		PPH01981

		GHR		GHBP		NM_000163		Growth hormone receptor		PPH02641

		IGF1		IGF-I/IGF1A/IGFI		NM_000618		Insulin-like growth factor 1 (somatomedin C)		PPH00167

		IGF2		C11orf43/FLJ22066/FLJ44734/IGF-II/PP9974		NM_000612		Insulin-like growth factor 2 (somatomedin A)		PPH00168

		IRS1		HIRS-1		NM_005544		Insulin receptor substrate 1		PPH02328

		IRS2		IRS-2		NM_003749		Insulin receptor substrate 2		PPH02297

		IGF1R		CD221/IGFIR/IGFR/JTK13/MGC142170/MGC142172/MGC18216		NM_000875		Insulin-like growth factor 1 receptor		PPH00350

		IGFBP1		AFBP/IBP1/IGF-BP25/PP12/hIGFBP-1		NM_000596		Insulin-like growth factor binding protein 1		PPH02046

		IGFBP3		BP-53/IBP3		NM_000598		Insulin-like growth factor binding protein 3		PPH00281

		IGFBP5		IBP5		NM_000599		Insulin-like growth factor binding protein 5		PPH00312

		IGFBP7		AGM/FSTL2/IBP-7/IGFBP-7/IGFBP-7v/IGFBPRP1/MAC25/PSF/TAF		NM_001553		Insulin-like growth factor binding protein 7		PPH05831

		CTGF		CCN2/HCS24/IGFBP8/MGC102839/NOV2		NM_001901		Connective tissue growth factor		PPH00550

		INSIG1		CL-6/CL6/MGC1405		NM_005542		Insulin induced gene 1		PPH06359

		INSIG2		MGC26273		NM_016133		Insulin induced gene 2		PPH07473

		INSR		CD220/HHF5		NM_000208		Insulin receptor		PPH02324

		TP53		FLJ92943/LFS1/P53/TRP53		NM_000546		Tumor protein p53		PPH00213

		CDK19		CDC2L6/CDK11/KIAA1028/bA346C16.3		NM_015076		Cyclin-dependent kinase 19		PPH05674

		CDKN1A		CAP20/CDKN1/CIP1/MDA-6/P21/SDI1/WAF1/p21CIP1		NM_000389		Cyclin-dependent kinase inhibitor 1A (p21, Cip1)		PPH00211

		MDM2		HDMX/MGC5370/MGC71221/hdm2		NM_002392		Mdm2 p53 binding protein homolog (mouse)		PPH00193

		RBFOX2		FOX2/Fox-2/HNRBP2/HRNBP2/RBM9/RTA/dJ106I20.3/fxh		NM_014309		RNA binding protein, fox-1 homolog (C. elegans) 2		PPH20201

		TGFB2		MGC116892/TGF-beta2		NM_003238		Transforming growth factor, beta 2		PPH00524

		CASP3		CPP32/CPP32B/SCA-1		NM_004346		Caspase 3, apoptosis-related cysteine peptidase		PPH00107

		RPL15		EC45/FLJ26304/L15/MGC88603/RPL10/RPLY10/RPYL10		NM_002948		Ribosomal protein L15		PPH18664

		RPL5		DBA6/L5/MGC117339		NM_000969		Ribosomal protein L5		PPH22405

		RPL26		L26		NM_000987		Ribosomal protein L26		PPH19274

		RPL19		DKFZp779D216/FLJ27452/L19/MGC71997		NM_000981		Ribosomal protein L19		PPH18637

		PARP4		ADPRTL1/PARP-4/PARPL/PH5P/VAULT3/VPARP/VWA5C/p193		NM_006437		Poly (ADP-ribose) polymerase family, member 4		PPH20757

		PARP1		ADPRT/ADPRT 1/ADPRT1/PARP/PARP-1/PPOL/pADPRT-1		NM_001618		Poly (ADP-ribose) polymerase 1		PPH00686

		MKRN3		D15S9/MGC88288/RNF63/ZFP127/ZNF127		NM_005664		Makorin ring finger protein 3		PPH09870

		MAGEL2		NDNL1/nM15		NM_019066		MAGE-like 2		PPH12419

		NDN		HsT16328/PWCR		NM_002487		Necdin homolog (mouse)		PPH09401

		C15orf2		-		NM_018958		Chromosome 15 open reading frame 2		PPH21985

		SNRPN		DKFZp686C0927/DKFZp686M12165/DKFZp761I1912/DKFZp762N022/FLJ33569/FLJ36996/FLJ39265/HCERN3/MGC29886/PWCR/RT-LI/SM-D/SMN/SNRNP-N/SNURF-SNRPN		NM_003097		Small nuclear ribonucleoprotein polypeptide N		PPH09348

		UBE3A		ANCR/AS/E6-AP/EPVE6AP/FLJ26981/HPVE6A		NM_000462		Ubiquitin protein ligase E3A		PPH00933

		HERC2		D15F37S1/DKFZp547P028/KIAA0393/SHEP1/jdf2/p528		NM_004667		Hect domain and RLD 2		PPH20392

		ATP10A		ATP10C/ATPVA/ATPVC/KIAA0566		NM_024490		ATPase, Class V, type 10A		PPH11724

		GLB1		EBP/ELNR1/MPS4B		NM_000404		Galactosidase, beta 1		PPH21269

		DLK1		DLK/FA1/PREF1/Pref-1/ZOG/pG2		NM_003836		Delta-like 1 homolog (Drosophila)		PPH00745

		OXT		MGC126890/MGC126892/OT/OT-NPI		NM_000915		Oxytocin, prepropeptide		PPH00993

		OCA2		BEY/BEY1/BEY2/BOCA/D15S12/EYCL/EYCL2/EYCL3/HCL3/P/PED/SHEP1		NM_000275		Oculocutaneous albinism II		PPH10224

		INS		IDDM2/ILPR/IRDN/MODY10		NM_000207		Insulin		PPH00561

		RPL27		L27		NM_000988		Ribosomal protein L27		PPH00443

		PGK1		MGC117307/MGC142128/MGC8947/MIG10/PGKA		NM_000291		Phosphoglycerate kinase 1		PPH02049

		HGDC		HIGX1A		SA_00105		Human Genomic DNA Contamination		PPH65835

		RTC		RTC		SA_00104		Reverse Transcription Control		PPX63340

		PPC		PPC		SA_00103		Positive PCR Control		PPX63339





Moy

		Experiment: array 2705  Selected Filter: SYBR Green I (483-533)										TR Ctrl

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		35.1				0

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		29.93				0

		True		255		E1		Sample 49		31.84				0

		True		255		F1		Sample 61		33.59				0

		True		255		G1		Sample 73		29.24				0

		True		255		H1		Sample 85		28.29				0

		True		255		A2		Sample 2		26.29				0

		True		255		B2		Sample 14		36.75				0

		True		255		C2		Sample 26		21.11				0

		True		255		D2		Sample 38		24.27				0

		True		255		E2		Sample 50		22.26				0

		True		255		F2		Sample 62		20.46				0

		True		255		G2		Sample 74		25.93				0

		True		255		H2		Sample 86		28.53				0

		True		255		A3		Sample 3		29.55				0

		True		255		B3		Sample 15		27.03				0

		True		255		C3		Sample 27		28.49				0

		True		255		D3		Sample 39		23.51				0

		True		255		E3		Sample 51		25.81				0

		True		255		F3		Sample 63		26.17				0

		True		255		G3		Sample 75		29.94				0

		True		255		H3		Sample 87		28.01				0

		True		255		A4		Sample 4		21.77				0

		True		255		B4		Sample 16		21.99				0

		True		255		C4		Sample 28		21.97				0

		True		255		D4		Sample 40		21.26				0

		True		255		E4		Sample 52		27.21				0

		True		255		F4		Sample 64		29.26				0

		True		255		G4		Sample 76		33.89				0

		True		255		H4		Sample 88		32.45				0

		True		255		A5		Sample 5		26				0

		True		255		B5		Sample 17		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C5		Sample 29		26.43				0

		True		255		D5		Sample 41		27.49				0

		True		255		E5		Sample 53		27.51				0

		True		255		F5		Sample 65		27.71				0

		True		255		G5		Sample 77		28.26				0

		True		255		H5		Sample 89		36.77				0

		True		255		A6		Sample 6		32.68				0

		True		255		B6		Sample 18		36.67				0

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		21.72				0

		True		255		E6		Sample 54		23.91				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.04				0

		True		255		H6		Sample 90		20.46				0

		Experiment: array 2705  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.46				0

		True		255		C7		Sample 31		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D7		Sample 43		30.88				0

		True		255		E7		Sample 55		30.49				0

		True		255		F7		Sample 67		35.06				0

		True		255		G7		Sample 79		29.55				0

		True		255		H7		Sample 91		28.68				0

		True		255		A8		Sample 8		27.12				0

		True		255		B8		Sample 20		34.5				0

		True		255		C8		Sample 32		20.24				0

		True		255		D8		Sample 44		25.63				0

		True		255		E8		Sample 56		25.26				0

		True		255		F8		Sample 68		21.76				0

		True		255		G8		Sample 80		25.53				0

		True		255		H8		Sample 92		28.15				0

		True		255		A9		Sample 9		29.98				0

		True		255		B9		Sample 21		28.04				0

		True		255		C9		Sample 33		28.99				0

		True		255		D9		Sample 45		24.15				0

		True		255		E9		Sample 57		26.32				0

		True		255		F9		Sample 69		26.92				0

		True		255		G9		Sample 81		31.11				0

		True		255		H9		Sample 93		28.17				0

		True		255		A10		Sample 10		22.58				0

		True		255		B10		Sample 22		22.66				0

		True		255		C10		Sample 34		22.62				0

		True		255		D10		Sample 46		21.92				0

		True		255		E10		Sample 58		27.8				0

		True		255		F10		Sample 70		29.75				0

		True		255		G10		Sample 82		35.14				0

		True		255		H10		Sample 94		33.13				0

		True		255		A11		Sample 11		26.83				0

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		27.92				0

		True		255		D11		Sample 47		28.13				0

		True		255		E11		Sample 59		28.17				0

		True		255		F11		Sample 71		29.18				0

		True		255		G11		Sample 83		29.21				0

		True		255		H11		Sample 95		37.32				0

		True		255		A12		Sample 12		32.85				0

		True		255		B12		Sample 24		37.39				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.64				0

		True		255		E12		Sample 60		24.99				0

		True		255		F12		Sample 72		36				0

		True		255		G12		Sample 84		24				0

		True		255		H12		Sample 96		20.62				0
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		Experiment: array 2405  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		37.11				0

		True		255		C1		Sample 25		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D1		Sample 37		29.85				0

		True		255		E1		Sample 49		28.21				0

		True		255		F1		Sample 61		31.99				0

		True		255		G1		Sample 73		28.14				0

		True		255		H1		Sample 85		27.51				0

		True		255		A2		Sample 2		26.2				0

		True		255		B2		Sample 14		34.73				0

		True		255		C2		Sample 26		20.73				0

		True		255		D2		Sample 38		22.98				0

		True		255		E2		Sample 50		21.13				0

		True		255		F2		Sample 62		19.81				0

		True		255		G2		Sample 74		25.54				0

		True		255		H2		Sample 86		27.9				0

		True		255		A3		Sample 3		29.53				0

		True		255		B3		Sample 15		26.81				0

		True		255		C3		Sample 27		28.69				0

		True		255		D3		Sample 39		23.48				0

		True		255		E3		Sample 51		25.13				0

		True		255		F3		Sample 63		26.01				0

		True		255		G3		Sample 75		29.28				0

		True		255		H3		Sample 87		27.32				0

		True		255		A4		Sample 4		20.95				0

		True		255		B4		Sample 16		21.47				0

		True		255		C4		Sample 28		21.49				0

		True		255		D4		Sample 40		20.97				0

		True		255		E4		Sample 52		27.15				0

		True		255		F4		Sample 64		28.18				0

		True		255		G4		Sample 76		33.35				0

		True		255		H4		Sample 88		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A5		Sample 5		25.55				0

		True		255		B5		Sample 17		38.19				0

		True		255		C5		Sample 29		26.07				0

		True		255		D5		Sample 41		26.96				0

		True		255		E5		Sample 53		27.35				0

		True		255		F5		Sample 65		26.99				0

		True		255		G5		Sample 77		27.69				0

		True		255		H5		Sample 89		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A6		Sample 6		32.55				0

		True		255		B6		Sample 18		37.32				0

		True		255		C6		Sample 30		37.78				0

		True		255		D6		Sample 42		21.26				0

		True		255		E6		Sample 54		23.63				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		23.99				0

		True		255		H6		Sample 90		20.53				0

		Experiment: array 2405  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.61				0

		True		255		C7		Sample 31		37.43				0

		True		255		D7		Sample 43		30.34				0

		True		255		E7		Sample 55		30.49				0

		True		255		F7		Sample 67		35.87				0

		True		255		G7		Sample 79		29.46				0

		True		255		H7		Sample 91		28.27				0

		True		255		A8		Sample 8		26.92				0

		True		255		B8		Sample 20		35.54				0

		True		255		C8		Sample 32		20.09				0

		True		255		D8		Sample 44		25.34				0

		True		255		E8		Sample 56		25.08				0

		True		255		F8		Sample 68		21.6				0

		True		255		G8		Sample 80		25.28				0

		True		255		H8		Sample 92		27.94				0

		True		255		A9		Sample 9		29.86				0

		True		255		B9		Sample 21		27.89				0

		True		255		C9		Sample 33		28.98				0

		True		255		D9		Sample 45		24.02				0

		True		255		E9		Sample 57		26.31				0

		True		255		F9		Sample 69		26.75				0

		True		255		G9		Sample 81		31.15				0

		True		255		H9		Sample 93		28.01				0

		True		255		A10		Sample 10		22.25				0

		True		255		B10		Sample 22		22.54				0

		True		255		C10		Sample 34		22.44				0

		True		255		D10		Sample 46		21.76				0

		True		255		E10		Sample 58		27.45				0

		True		255		F10		Sample 70		29.6				0

		True		255		G10		Sample 82		34.28				0

		True		255		H10		Sample 94		32.66				0

		True		255		A11		Sample 11		26.62				0

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		27.49				0

		True		255		D11		Sample 47		27.88				0

		True		255		E11		Sample 59		27.92				0

		True		255		F11		Sample 71		29				0

		True		255		G11		Sample 83		29.08				0

		True		255		H11		Sample 95		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A12		Sample 12		32.58				0

		True		255		B12		Sample 24		38.27				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.55				0

		True		255		E12		Sample 60		24.81				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		23.98				0

		True		255		H12		Sample 96		20.82				0
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				Plaque 13 05		plaque du 21 05		Array 24 05		Array 27 05						Delta Ct =Ct gene -Ct gene de reference

		Gene Symbol		Ctr LB		8AH		RH Ctrl		TR Ctrl		IA Ctr		Moy		LB Ctrl		AH Ctrl		RH Ctrl		TR Ctrl		IA Ctrl		Moy des delta Ct		ecart type

		GHSR		40				40		40		40		40		15.906				15.906		15.906		15.906		15.906		0

		GH1		40		38.82		37.11		35.1		37.36		37.678		15.906		14.726		13.016		11.006		13.266		13.6635		2.1322347432

		GHRH				37.06		40						38.53				12.966		15.906				-24.094		14.436		2.0788939367

		GHR		31		29.83		29.85		29.93		30.6		30.242		6.906		5.736		5.756		5.836		6.506		6.0585		0.5666495095

		IGF1		31.51		32.82		28.21		31.84		33.6		31.596		7.416		8.726		4.116		7.746		9.506		7.001		2.0021738186

		IGF2		35.02		35.73		31.99		33.59		36.47		34.56		10.926		11.636		7.896		9.496		12.376		9.9885		1.6547180022

		IRS1		30.72		29.52		28.14		29.24		29		29.324		6.626		5.426		4.046		5.146		4.906		5.311		1.0598584811

		IRS2		29.3		28.75		27.51		28.29		28.23		28.416		5.206		4.656		3.416		4.196		4.136		4.3685		0.7574243637

		IGF1R		27.57		26.76		26.2		26.29		27.26		26.816		3.476		2.666		2.106		2.196		3.166		2.611		0.6267641768

		IGFBP1		36.47		40		34.73		36.75		34.48		36.486		12.376		15.906		10.636		12.656		10.386		12.8935		2.1981564245

		IGFBP3		21.5		21.49		20.73		21.11		20.21		21.008		-2.594		-2.604		-3.364		-2.984		-3.884		-2.8865		0.3664582741

		IGFBP5		24.77		23.72		22.98		24.27		21.51		23.45		0.676		-0.374		-1.114		0.176		-2.584		-0.159		0.7676153551

		IGFBP7		23.98		23.47		21.13		22.26		24.96		23.16		-0.114		-0.624		-2.964		-1.834		0.866		-1.384		1.276636205

		CTGF		22.32		21.45		19.81		20.46		21.45		21.098		-1.774		-2.644		-4.284		-3.634		-2.644		-3.084		1.1033585093

		INSIG1		26.65		25.79		25.54		25.93		27.73		26.328		2.556		1.696		1.446		1.836		3.636		1.8835		0.4764714052

		INSIG2		29.7		28.74		27.9		28.53		27.9		28.554		5.606		4.646		3.806		4.436		3.806		4.6235		0.7459390055

		INSR		30.44		29.66		29.53		29.55		30.02		29.84		6.346		5.566		5.436		5.456		5.926		5.701		0.4337818192

		TP53		27.67		27.18		26.81		27.03		27.7		27.278		3.576		3.086		2.716		2.936		3.606		3.0785		0.3648173059

		CDK19		29.3		28.28		28.69		28.49		28.7		28.692		5.206		4.186		4.596		4.396		4.606		4.596		0.4397726685

		CDKN1A		24.52		23.91		23.48		23.51		23.88		23.86		0.426		-0.184		-0.614		-0.584		-0.214		-0.239		0.4847336038

		MDM2		26.78		25.96		25.13		25.81		25.85		25.906		2.686		1.866		1.036		1.716		1.756		1.826		0.6775937819

		RBFOX2		27.11		26.44		26.01		26.17		26.57		26.46		3.016		2.346		1.916		2.076		2.476		2.3385		0.4852748362

		TGFB2		32.52		29.52		29.28		29.94		31.56		30.564		8.426		5.426		5.186		5.846		7.466		6.221		1.4950919704

		CASP3		40		28.03		27.32		28.01		28.16		30.304				3.936		3.226		3.916		4.066		3.6926666667		0.4042688874

		RPL15		22.63		21.32		20.95		21.77		22.3		21.794		-1.464		-2.774		-3.144		-2.324		-1.794		-2.4265		0.7239877992

		RPL5		23		21.93		21.47		21.99		22.57		22.192		-1.094		-2.164		-2.624		-2.104		-1.524		-1.9965		0.6449483183

		RPL26		22.83		21.68		21.49		21.97		22.65		22.124		-1.264		-2.414		-2.604		-2.124		-1.444		-2.1015		0.5921922548

		RPL19		22.26		20.96		20.97		21.26		22.08		21.506		-1.834		-3.134		-3.124		-2.834		-2.014		-2.7315		0.6142949889

		PARP4		28.27		26.94		27.15		27.21		28.35		27.584		4.176		2.846		3.056		3.116		4.256		3.2985		0.5963430221

		PARP1		29.88		28.95		28.18		29.26		29.62		29.178		5.786		4.856		4.086		5.166		5.526		4.9735		0.7067944067

		MKRN3		36.68		35.83		33.35		33.89		36.03		35.156		12.586		11.736		9.256		9.796		11.936		10.8435		1.5758886382

		MAGEL2		34.02		32.71		40		32.45		32.26		34.288		9.926		8.616		15.906		8.356		8.166		10.701		3.5373671942

		NDN		27		28.01		25.55		26		26.92		26.696		2.906		3.916		1.456		1.906		2.826		2.546		1.0960839384

		C15orf2		40		39.02		38.19		40		39.51		39.344		15.906		14.926		14.096		15.906		15.416		15.2085		0.873780102

		SNRPN		27.32		26.61		26.07		26.43		26.93		26.672		3.226		2.516		1.976		2.336		2.836		2.5135		0.5253808143

		UBE3A		28.71		27.46		26.96		27.49		28		27.724		4.616		3.366		2.866		3.396		3.906		3.561		0.7441550018

		HERC2		28.33		27.71		27.35		27.51		28.1		27.8		4.236		3.616		3.256		3.416		4.006		3.631		0.4293793971

		ATP10A		29.14		28.49		26.99		27.71		29.09		28.284		5.046		4.396		2.896		3.616		4.996		3.9885		0.9339298689

		GLB1		29.17		28.48		27.69		28.26		28.58		28.436		5.076		4.386		3.596		4.166		4.486		4.306		0.6118278625

		DLK1		36.94		34.73		40		36.77		40		37.688		12.846		10.636		15.906		12.676		15.906		13.016		2.1726328114

		OXT		34.11		33.87		32.55		32.68		33.58		33.358		10.016		9.776		8.456		8.586		9.486		9.2085		0.8016389462

		OCA2		40		37		37.32		36.67		34.33		37.064		15.906		12.906		13.226		12.576		10.236		13.6535		1.5249344248

		INS		40		36.94		37.78		40		40		38.944		15.906		12.846		13.686		15.906		15.906		14.586		1.562305988

		RPL27		22.67		21.72		21.26		21.72		22.55		21.984		-1.424		-2.374		-2.834		-2.374		-1.544

		PGK1		24.76		24.08		23.63		23.91		24.09		24.094		0.666		-0.014		-0.464		-0.184		-0.004

		HGDC		40		40		40		40		40		40

		RTC		24.07		24.16		23.99		24.04		23.83		24.018

		PPC		20.48		20.5		20.53		20.46		20.04		20.402

																																Moy des delta Ct		Moy des delta Ct

				Plaque 13 05		plaque du 21 05		Array 24 05		Array 27 05				Moy		Delta Ct =Ct gene -Ct gene de reference										Moy des delta Ct		ecart type				Ctr		PWS

				PWS MM		89 MP PWS (sous GH)		AJ PWS		AJ PWS		MZ				PWS MM		89 MP PWS (sous GH)		AJ PWS		AJ PWS		MZ

		GHSR		32.12		40		40		40		38.33		38.03		7.64		15.52		15.52		15.52		13.85		13.55		3.94		GHSR		15.905		13.55

		GH1		32.61		36.89		36.61		36.46		38.23		35.6425		8.13		12.41		12.13		11.98		13.75		11.1625		2.0295052763		GH1		13.6625		11.1625

		GHRH		37.1		38.82		37.43		40				38.3375		12.62		14.34		12.95		15.52		-24.48		13.8575		1.3356240739		GHRH		14.435		13.8575

		GHR		30.05		30.27		30.34		30.88		31.87		30.385		5.57		5.79		5.86		6.4		7.39		5.905		0.3523729085		GHR		6.0575		5.905

		IGF1		32.18		29.76		30.49		30.49		32.25		30.73		7.7		5.28		6.01		6.01		7.77		6.25		1.0260929133		IGF1		7		6.25

		IGF2		34.71		34.32		35.87		35.06		38.4		34.99		10.23		9.84		11.39		10.58		13.92		10.51		0.659949493		IGF2		9.9875		10.51

		IRS1		29.86		30.06		29.46		29.55		28.7		29.7325		5.38		5.58		4.98		5.07		4.22		5.2525		0.2775337817		IRS1		5.31		5.2525

		IRS2		28.13		28.76		28.27		28.68		27.58		28.46		3.65		4.28		3.79		4.2		3.1		3.98		0.3073543015		IRS2		4.3675		3.98

		IGF1R		27.08		27.34		26.92		27.12		26.82		27.115		2.6		2.86		2.44		2.64		2.34		2.635		0.173108829		IGF1R		2.61		2.635

		IGFBP1		34		35.26		35.54		34.5		40		34.825		9.52		10.78		11.06		10.02		15.52		10.345		0.7039649612		IGFBP1		12.8925		10.345

		IGFBP3		21.49		20.72		20.09		20.24		20.76		20.635		-2.99		-3.76		-4.39		-4.24		-3.72		-3.845		0.6301587102		IGFBP3		-2.8875		-3.845

		IGFBP5		25.91		23.93		25.34		25.63		23.63		25.2025		1.43		-0.55		0.86		1.15		-0.85		0.7225		0.8796732348		IGFBP5		-0.16		0.7225

		IGFBP7		25.46				25.08		25.26		25.11		25.2666666667		0.98				0.6		0.78		0.63		0.7866666667		0.1900876991		IGFBP7		-1.385		0.7866666667

		CTGF		21.75		20.34		21.6		21.76		20.26		21.3625		-2.73				-2.88		-2.72		-4.22		-2.7766666667		0.0896288644		CTGF		-3.085		-2.7766666667

		INSIG1		25.56		26.68		25.28		25.53		26.9		25.7625		1.08		2.2		0.8		1.05		2.42		1.2825		0.6244130577		INSIG1		1.8825		1.2825

		INSIG2		28.28		28.9		27.94		28.15		28.64		28.3175		3.8		4.42		3.46		3.67		4.16		3.8375		0.412825629		INSIG2		4.6225		3.8375

		INSR		30.09		30.34		29.86		29.98		30.22		30.0675		5.61		5.86		5.38		5.5		5.74		5.5875		0.2045116134		INSR		5.7		5.5875

		TP53		27.13		27.97		27.89		28.04		27.57		27.7575		2.65		3.49		3.41		3.56		3.09		3.2775		0.4227982182		TP53		3.0775		3.2775

		CDK19		28.76		29.42		28.98		28.99		29.04		29.0375		4.28		4.94		4.5		4.51		4.56		4.5575		0.2762094616		CDK19		4.595		4.5575

		CDKN1A		24.17		24.03		24.02		24.15		23.96		24.0925		-0.31		-0.45		-0.46		-0.33		-0.52		-0.3875		0.0784750491		CDKN1A		-0.24		-0.3875

		MDM2		25.85		26.12		26.31		26.32		26.04		26.15		1.37		1.64		1.83		1.84		1.56		1.67		0.220151463		MDM2		1.825		1.67

		RBFOX2		26.57		27.16		26.75		26.92		26.69		26.85		2.09		2.68		2.27		2.44		2.21		2.37		0.2512634739		RBFOX2		2.3375		2.37

		TGFB2		31.51		30.65		31.15		31.11		30.74		31.105		7.03		6.17		6.67		6.63		6.26		6.625		0.3526565846		TGFB2		6.22		6.625

		CASP3		27.88		28.66		28.01		28.17		28.03		28.18		3.4		4.18		3.53		3.69		3.55		3.7		0.3412721299		CASP3		3.6916666667		3.7

		RPL15		21.57		21.73		22.25		22.58		22.01		22.0325		-2.91		-2.75		-2.23		-1.9		-2.47		-2.4475		0.4663600183		RPL15		-2.4275		-2.4475

		RPL5		21.7		22.14		22.54		22.66		22.23		22.26		-2.78		-2.34		-1.94		-1.82		-2.25		-2.22		0.4345112196		RPL5		-1.9975		-2.22

		RPL26		21.78		21.99		22.44		22.62		21.97		22.2075		-2.7		-2.49		-2.04		-1.86		-2.51		-2.2725		0.3891336531		RPL26		-2.1025		-2.2725

		RPL19		21.31		21.34		21.76		21.92		21.62		21.5825		-3.17		-3.14		-2.72		-2.56		-2.86		-2.8975		0.3046719547		RPL19		-2.7325		-2.8975

		PARP4		27.26		28.01		27.45		27.8		28.06		27.63		2.78		3.53		2.97		3.32		3.58		3.15		0.337934905		PARP4		3.2975		3.15

		PARP1		29.03		29.75		29.6		29.75		29.46		29.5325		4.55		5.27		5.12		5.27		4.98		5.0525		0.3423813663		PARP1		4.9725		5.0525

		MKRN3		30.69		35.48		34.28		35.14		36.94		33.8975		6.21		11		9.8		10.66		12.46		9.4175		2.1971553579		MKRN3		10.8425		9.4175

		MAGEL2		27.93		33.98		32.66		33.13		35.3		31.925		3.45		9.5		8.18		8.65		10.82		7.445		2.7187803638		MAGEL2		10.7		7.445

		NDN		35.6		40		26.62		26.83		40		32.2625		11.12		15.52		2.14		2.35		15.52		7.7825		6.6422304236		NDN		2.545		7.7825

		C15orf2		33.66		40		40		40		40		38.415		9.18		15.52		15.52		15.52		15.52		13.935		3.17		C15orf2		15.2075		13.935

		SNRPN		40		40		27.49		27.92				33.8525		15.52		15.52		3.01		3.44		-24.48		9.3725		7.1006918677		SNRPN		2.5125		9.3725

		UBE3A		28.83		29.34		27.88		28.13		29.25		28.545		4.35		4.86		3.4		3.65		4.77		4.065		0.6652568426		UBE3A		3.56		4.065

		HERC2		28.97		29.46		27.92		28.17		29.08		28.63		4.49		4.98		3.44		3.69		4.6		4.15		0.7118520446		HERC2		3.63		4.15

		ATP10A		29.64		29.28		29		29.18		28.85		29.275		5.16		4.8		4.52		4.7		4.37		4.795		0.2695057204		ATP10A		3.9875		4.795

		GLB1		28.25		29.25		29.08		29.21		28.81		28.9475		3.77		4.77		4.6		4.73		4.33		4.4675		0.4706290117		GLB1		4.305		4.4675

		DLK1		35.35		35.93		40		37.32		35.66		37.15		10.87		11.45		15.52		12.84		11.18		12.67		2.0720199484		DLK1		13.015		12.67

		OXT		32.73		33.95		32.58		32.85		34.91		33.0275		8.25		9.47		8.1		8.37		10.43		8.5475		0.6248399795		OXT		9.2075		8.5475

		OCA2		31.64		38.19		38.27		37.39		39.53		36.3725		7.16		13.71		13.79		12.91		15.05		11.8925		3.1799200724		OCA2		13.6525		11.8925

		INS		37.11		40		40		40		40		39.2775		12.63		15.52		15.52		15.52		15.52		14.7975		1.445		INS		14.585		14.7975

		RPL27		21.47		22.06		22.55		22.64		22.12		22.18

		PGK1		24.04		24.08		24.81		24.99		24.47		24.48

		HGDC		34.92		40		40		36		40		37.73

		RTC		23.9		23.85		23.98		24		24.03		23.9325

		PPC		20.81				20.82		20.62		20.93		20.75

																Delta Ct

										Array 24 05		Array 27 05				Array 24 05		Array 27 05

										AJ PWS		AJ PWS				AJ PWS		AJ PWS

								GHSR		40		40				15.19		15.19

								GH1		36.61		36.46				11.8		11.65

								GHRH		37.43		40				12.62		15.19

								GHR		30.34		30.88				5.53		6.07

								IGF1		30.49		30.49				5.68		5.68

								IGF2		35.87		35.06				11.06		10.25

								IRS1		29.46		29.55				4.65		4.74

								IRS2		28.27		28.68				3.46		3.87

								IGF1R		26.92		27.12				2.11		2.31

								IGFBP1		35.54		34.5				10.73		9.69

								IGFBP3		20.09		20.24				-4.72		-4.57

								IGFBP5		25.34		25.63				0.53		0.82

								IGFBP7		25.08		25.26				0.27		0.45

								CTGF		21.6		21.76				-3.21		-3.05

								INSIG1		25.28		25.53				0.47		0.72

								INSIG2		27.94		28.15				3.13		3.34

								INSR		29.86		29.98				5.05		5.17

								TP53		27.89		28.04				3.08		3.23

								CDK19		28.98		28.99				4.17		4.18

								CDKN1A		24.02		24.15				-0.79		-0.66

								MDM2		26.31		26.32				1.5		1.51

								RBFOX2		26.75		26.92				1.94		2.11

								TGFB2		31.15		31.11				6.34		6.3

								CASP3		28.01		28.17				3.2		3.36

								RPL15		22.25		22.58				-2.56		-2.23

								RPL5		22.54		22.66				-2.27		-2.15

								RPL26		22.44		22.62				-2.37		-2.19

								RPL19		21.76		21.92				-3.05		-2.89

								PARP4		27.45		27.8				2.64		2.99

								PARP1		29.6		29.75				4.79		4.94

								MKRN3		34.28		35.14				9.47		10.33

								MAGEL2		32.66		33.13				7.85		8.32

								NDN		26.62		26.83				1.81		2.02

								C15orf2		40		40				15.19		15.19

								SNRPN		27.49		27.92				2.68		3.11

								UBE3A		27.88		28.13				3.07		3.32

								HERC2		27.92		28.17				3.11		3.36

								ATP10A		29		29.18				4.19		4.37

								GLB1		29.08		29.21				4.27		4.4

								DLK1		40		37.32				15.19		12.51

								OXT		32.58		32.85				7.77		8.04

								OCA2		38.27		37.39				13.46		12.58

								INS		40		40				15.19		15.19

								RPL27		22.55		22.64				-2.26		-2.17

						Host gene		PGK1		24.81		24.99				0		0.18

								HGDC		40		36

								RTC		23.98		24

								PPC		20.82		20.62

																												NDN

										SNRPN																Ctr Cells										Moy des deltas Ct		Ecart type

						Delta Ct =Ct gene -Ct gene de reference																				2.906		3.916		1.456		1.906		2.826		2.602		0.9574601819

				PWS MM		89 MP PWS (sous GH)				Moy		Ecart type				AJ PWS		AJ PWS		Moy		Ecart type

				15.52		15.52				15.52		0				3.01		3.44		3.225		0.3040559159				AJ		AJ		Moy des deltas Ct		Ecart type

																										1.81		2.02		1.915		0.148492424

						Delta Ct =Ct gene -Ct gene de reference

						Ctr LB		8AH		RH Ctrl		TR Ctrl		Moy des delta Ct		ecart type										PWS Cells						Moy des deltas Ct		Ecart type

						3.225		2.515		1.975		2.335		2.5125		0.5253808143										11.12		15.52		15.52		14.0533333333		2.5403411844

												Moy		Ecart type

										Ctr		2.5125		0.5253808143																Ctr		2.602		0.9574601819

										PC		3.225		0.3040559159																PC		1.915		0.148492424

										PWS		15.52		0																PWS		14.0533333333		2.5403411844

										0.000000147

				IA Ctr								MZ PWS

		Pos		Name		Cp				Pos		Name		Cp

		A1		Sample 1		40		GHSR		A7		Sample 7		38.33

		B1		Sample 13		37.36		GH1		B7		Sample 19		38.23

		C1		Sample 25				GHRH		C7		Sample 31

		D1		Sample 37		30.6		GHR		D7		Sample 43		31.87

		E1		Sample 49		33.6		IGF1		E7		Sample 55		32.25

		F1		Sample 61		36.47		IGF2		F7		Sample 67		38.4

		G1		Sample 73		29		IRS1		G7		Sample 79		28.7

		H1		Sample 85		28.23		IRS2		H7		Sample 91		27.58

		A2		Sample 2		27.26		IGF1R		A8		Sample 8		26.82

		B2		Sample 14		34.48		IGFBP1		B8		Sample 20		40

		C2		Sample 26		20.21		IGFBP3		C8		Sample 32		20.76

		D2		Sample 38		21.51		IGFBP5		D8		Sample 44		23.63

		E2		Sample 50		24.96		IGFBP7		E8		Sample 56		25.11

		F2		Sample 62		21.45		CTGF		F8		Sample 68		20.26

		G2		Sample 74		27.73		INSIG1		G8		Sample 80		26.9

		H2		Sample 86		27.9		INSIG2		H8		Sample 92		28.64

		A3		Sample 3		30.02		INSR		A9		Sample 9		30.22

		B3		Sample 15		27.7		TP53		B9		Sample 21		27.57

		C3		Sample 27		28.7		CDK19		C9		Sample 33		29.04

		D3		Sample 39		23.88		CDKN1A		D9		Sample 45		23.96

		E3		Sample 51		25.85		MDM2		E9		Sample 57		26.04

		F3		Sample 63		26.57		RBFOX2		F9		Sample 69		26.69

		G3		Sample 75		31.56		TGFB2		G9		Sample 81		30.74

		H3		Sample 87		28.16		CASP3		H9		Sample 93		28.03

		A4		Sample 4		22.3		RPL15		A10		Sample 10		22.01

		B4		Sample 16		22.57		RPL5		B10		Sample 22		22.23

		C4		Sample 28		22.65		RPL26		C10		Sample 34		21.97

		D4		Sample 40		22.08		RPL19		D10		Sample 46		21.62

		E4		Sample 52		28.35		PARP4		E10		Sample 58		28.06

		F4		Sample 64		29.62		PARP1		F10		Sample 70		29.46

		G4		Sample 76		36.03		MKRN3		G10		Sample 82		36.94

		H4		Sample 88		32.26		MAGEL2		H10		Sample 94		35.3

		A5		Sample 5		26.92		NDN		A11		Sample 11		40

		B5		Sample 17		39.51		C15orf2		B11		Sample 23		40

		C5		Sample 29		26.93		SNRPN		C11		Sample 35

		D5		Sample 41		28		UBE3A		D11		Sample 47		29.25

		E5		Sample 53		28.1		HERC2		E11		Sample 59		29.08

		F5		Sample 65		29.09		ATP10A		F11		Sample 71		28.85

		G5		Sample 77		28.58		GLB1		G11		Sample 83		28.81

		H5		Sample 89		40		DLK1		H11		Sample 95		35.66

		A6		Sample 6		33.58		OXT		A12		Sample 12		34.91

		B6		Sample 18		34.33		OCA2		B12		Sample 24		39.53

		C6		Sample 30		40		INS		C12		Sample 36		40

		D6		Sample 42		22.55		RPL27		D12		Sample 48		22.12

		E6		Sample 54		24.09		PGK1		E12		Sample 60		24.47

		F6		Sample 66		40		HGDC		F12		Sample 72		40

		G6		Sample 78		23.83		RTC		G12		Sample 84		24.03

		H6		Sample 90		20.04		PPC		H12		Sample 96		20.93





21 05

		0		0		0		0		3.94		3.94

		0		0		2.1322347432		2.1322347432		2.0295052763		2.0295052763

		0		0		2.0788939367		2.0788939367		1.3356240739		1.3356240739

		0		0		0.5666495095		0.5666495095		0.3523729085		0.3523729085

		0		0		2.0021738186		2.0021738186		1.0260929133		1.0260929133

		0		0		1.6547180022		1.6547180022		0.659949493		0.659949493

		0		0		1.0598584811		1.0598584811		0.2775337817		0.2775337817

		0		0		0.7574243637		0.7574243637		0.3073543015		0.3073543015

		0		0		0.6267641768		0.6267641768		0.173108829		0.173108829

		0		0		2.1981564245		2.1981564245		0.7039649612		0.7039649612

		0		0		0.3664582741		0.3664582741		0.6301587102		0.6301587102

		0		0		0.7676153551		0.7676153551		0.8796732348		0.8796732348

		0		0		1.276636205		1.276636205		0.1900876991		0.1900876991

		0		0		1.1033585093		1.1033585093		0.0896288644		0.0896288644

		0		0		0.4764714052		0.4764714052		0.6244130577		0.6244130577

		0		0		0.7459390055		0.7459390055		0.412825629		0.412825629

		0		0		0.4337818192		0.4337818192		0.2045116134		0.2045116134

		0		0		0.3648173059		0.3648173059		0.4227982182		0.4227982182

		0		0		0.4397726685		0.4397726685		0.2762094616		0.2762094616

		0		0		0.4847336038		0.4847336038		0.0784750491		0.0784750491

		0		0		0.6775937819		0.6775937819		0.220151463		0.220151463

		0		0		0.4852748362		0.4852748362		0.2512634739		0.2512634739

		0		0		1.4950919704		1.4950919704		0.3526565846		0.3526565846

		0		0		0.4042688874		0.4042688874		0.3412721299		0.3412721299

		0		0		0.7239877992		0.7239877992		0.4663600183		0.4663600183

		0		0		0.6449483183		0.6449483183		0.4345112196		0.4345112196

		0		0		0.5921922548		0.5921922548		0.3891336531		0.3891336531

		0		0		0.6142949889		0.6142949889		0.3046719547		0.3046719547

		0		0		0.5963430221		0.5963430221		0.337934905		0.337934905

		0		0		0.7067944067		0.7067944067		0.3423813663		0.3423813663

		0		0		1.5758886382		1.5758886382		2.1971553579		2.1971553579

		0		0		3.5373671942		3.5373671942		2.7187803638		2.7187803638

		0		0		1.0960839384		1.0960839384		6.6422304236		6.6422304236

		0		0		0.873780102		0.873780102		3.17		3.17

		0		0		0.5253808143		0.5253808143		7.1006918677		7.1006918677

		0		0		0.7441550018		0.7441550018		0.6652568426		0.6652568426

		0		0		0.4293793971		0.4293793971		0.7118520446		0.7118520446

		0		0		0.9339298689		0.9339298689		0.2695057204		0.2695057204

		0		0		0.6118278625		0.6118278625		0.4706290117		0.4706290117

		0		0		2.1726328114		2.1726328114		2.0720199484		2.0720199484

		0		0		0.8016389462		0.8016389462		0.6248399795		0.6248399795

		0		0		1.5249344248		1.5249344248		3.1799200724		3.1799200724

		0		0		1.562305988		1.562305988		1.445		1.445



Ctr

PWS

Delta Ct



				0.5253808143		0.5253808143

				0.3040559159		0.3040559159

				0		0



Δ Ct

SNRPN gene expression



		IGFBP1		IGFBP1		2.1981564245		2.1981564245		0.7039649612		0.7039649612

		IGFBP3		IGFBP3		0.3664582741		0.3664582741		0.6301587102		0.6301587102

		IGFBP5		IGFBP5		0.7676153551		0.7676153551		0.8796732348		0.8796732348

		IGFBP7		IGFBP7		1.276636205		1.276636205		0.1900876991		0.1900876991

		CTGF		CTGF		1.1033585093		1.1033585093		0.0896288644		0.0896288644



Ctr

PWS

Delta Ct

IGFBPs Gene Expression

12.8925

10.345

-2.8875

-3.845

-0.16

0.7225

-1.385

0.7866666667

-3.085

-2.7766666667



				0.9574601819		0.9574601819

				0.148492424		0.148492424

				2.5403411844		2.5403411844



Δ Ct

NDN gene expression



		Experiment: array 29 05  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A1		Sample 1		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B1		Sample 13		37.36				0

		True		65280		C1		Sample 25						0

		True		255		D1		Sample 37		30.6				0

		True		255		E1		Sample 49		33.6				0

		True		255		F1		Sample 61		36.47				0

		True		255		G1		Sample 73		29				0

		True		255		H1		Sample 85		28.23				0

		True		255		A2		Sample 2		27.26				0

		True		255		B2		Sample 14		34.48				0

		True		255		C2		Sample 26		20.21				0

		True		255		D2		Sample 38		21.51				0

		True		255		E2		Sample 50		24.96				0

		True		255		F2		Sample 62		21.45				0

		True		255		G2		Sample 74		27.73				0

		True		255		H2		Sample 86		27.9				0

		True		255		A3		Sample 3		30.02				0

		True		255		B3		Sample 15		27.7				0

		True		255		C3		Sample 27		28.7				0

		True		255		D3		Sample 39		23.88				0

		True		255		E3		Sample 51		25.85				0

		True		255		F3		Sample 63		26.57				0

		True		255		G3		Sample 75		31.56				0

		True		255		H3		Sample 87		28.16				0

		True		255		A4		Sample 4		22.3				0

		True		255		B4		Sample 16		22.57				0

		True		255		C4		Sample 28		22.65				0

		True		255		D4		Sample 40		22.08				0

		True		255		E4		Sample 52		28.35				0

		True		255		F4		Sample 64		29.62				0

		True		255		G4		Sample 76		36.03				0

		True		255		H4		Sample 88		32.26				0

		True		255		A5		Sample 5		26.92				0

		True		255		B5		Sample 17		39.51				0

		True		255		C5		Sample 29		26.93				0

		True		255		D5		Sample 41		28				0

		True		255		E5		Sample 53		28.1				0

		True		255		F5		Sample 65		29.09				0

		True		255		G5		Sample 77		28.58				0

		True		255		H5		Sample 89		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		A6		Sample 6		33.58				0

		True		255		B6		Sample 18		34.33				0

		True		255		C6		Sample 30		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D6		Sample 42		22.55				0

		True		255		E6		Sample 54		24.09				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		23.83				0

		True		255		H6		Sample 90		20.04				0

		Experiment: array 29 05  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		38.33				0

		True		255		B7		Sample 19		38.23				0

		True		65280		C7		Sample 31						0

		True		255		D7		Sample 43		31.87				0

		True		255		E7		Sample 55		32.25				0

		True		255		F7		Sample 67		38.4				0

		True		255		G7		Sample 79		28.7				0

		True		255		H7		Sample 91		27.58				0

		True		255		A8		Sample 8		26.82				0

		True		255		B8		Sample 20		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C8		Sample 32		20.76				0

		True		255		D8		Sample 44		23.63				0

		True		255		E8		Sample 56		25.11				0

		True		255		F8		Sample 68		20.26				0

		True		255		G8		Sample 80		26.9				0

		True		255		H8		Sample 92		28.64				0

		True		255		A9		Sample 9		30.22				0

		True		255		B9		Sample 21		27.57				0

		True		255		C9		Sample 33		29.04				0

		True		255		D9		Sample 45		23.96				0

		True		255		E9		Sample 57		26.04				0

		True		255		F9		Sample 69		26.69				0

		True		255		G9		Sample 81		30.74				0

		True		255		H9		Sample 93		28.03				0

		True		255		A10		Sample 10		22.01				0

		True		255		B10		Sample 22		22.23				0

		True		255		C10		Sample 34		21.97				0

		True		255		D10		Sample 46		21.62				0

		True		255		E10		Sample 58		28.06				0

		True		255		F10		Sample 70		29.46				0

		True		255		G10		Sample 82		36.94				0

		True		255		H10		Sample 94		35.3				0

		True		255		A11		Sample 11		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		65280		C11		Sample 35						0

		True		255		D11		Sample 47		29.25				0

		True		255		E11		Sample 59		29.08				0

		True		255		F11		Sample 71		28.85				0

		True		255		G11		Sample 83		28.81				0

		True		255		H11		Sample 95		35.66				0

		True		255		A12		Sample 12		34.91				0

		True		255		B12		Sample 24		39.53				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.12				0

		True		255		E12		Sample 60		24.47				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		24.03				0

		True		255		H12		Sample 96		20.93				0





		Experiment: array 2105  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		65280		A1		Sample 1						0

		True		255		B1		Sample 13		38.82				0

		True		255		C1		Sample 25		37.06				0

		True		255		D1		Sample 37		29.83				0

		True		255		E1		Sample 49		32.82				0

		True		255		F1		Sample 61		35.73				0

		True		255		G1		Sample 73		29.52				0

		True		255		H1		Sample 85		28.75				0

		True		255		A2		Sample 2		26.76				0

		True		255		B2		Sample 14		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C2		Sample 26		21.49				0

		True		255		D2		Sample 38		23.72				0

		True		255		E2		Sample 50		23.47				0

		True		255		F2		Sample 62		21.45				0

		True		255		G2		Sample 74		25.79				0

		True		255		H2		Sample 86		28.74				0

		True		255		A3		Sample 3		29.66				0

		True		255		B3		Sample 15		27.18				0

		True		255		C3		Sample 27		28.28				0

		True		255		D3		Sample 39		23.91				0

		True		255		E3		Sample 51		25.96				0

		True		255		F3		Sample 63		26.44				0

		True		255		G3		Sample 75		29.52				0

		True		255		H3		Sample 87		28.03				0

		True		255		A4		Sample 4		21.32				0

		True		255		B4		Sample 16		21.93				0

		True		255		C4		Sample 28		21.68				0

		True		255		D4		Sample 40		20.96				0

		True		255		E4		Sample 52		26.94				0

		True		255		F4		Sample 64		28.95				0

		True		255		G4		Sample 76		35.83				0

		True		255		H4		Sample 88		32.71				0

		True		255		A5		Sample 5		28.01				0

		True		255		B5		Sample 17		39.02				0

		True		255		C5		Sample 29		26.61				0

		True		255		D5		Sample 41		27.46				0

		True		255		E5		Sample 53		27.71				0

		True		255		F5		Sample 65		28.49				0

		True		255		G5		Sample 77		28.48				0

		True		255		H5		Sample 89		34.73				0

		True		255		A6		Sample 6		33.87				0

		True		255		B6		Sample 18		37				0

		True		255		C6		Sample 30		36.94				0

		True		255		D6		Sample 42		21.72				0

		True		255		E6		Sample 54		24.08				0

		True		255		F6		Sample 66		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G6		Sample 78		24.16				0

		True		255		H6		Sample 90		20.5				0

		Experiment: array 2105  Selected Filter: SYBR Green I (483-533)

		Include		Color		Pos		Name		Cp		Concentration		Standard		Status

		True		255		A7		Sample 7		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B7		Sample 19		36.89				0

		True		255		C7		Sample 31		38.82				0

		True		255		D7		Sample 43		30.27				0

		True		255		E7		Sample 55		29.76				0

		True		255		F7		Sample 67		34.32				0

		True		255		G7		Sample 79		30.06				0

		True		255		H7		Sample 91		28.76				0

		True		255		A8		Sample 8		27.34				0

		True		255		B8		Sample 20		35.26				0

		True		255		C8		Sample 32		20.72				0

		True		255		D8		Sample 44		23.93				0

		True		255		E8		Sample 56		21.88				0

		True		255		F8		Sample 68		20.34				0

		True		255		G8		Sample 80		26.68				0

		True		255		H8		Sample 92		28.9				0

		True		255		A9		Sample 9		30.34				0

		True		255		B9		Sample 21		27.97				0

		True		255		C9		Sample 33		29.42				0

		True		255		D9		Sample 45		24.03				0

		True		255		E9		Sample 57		26.12				0

		True		255		F9		Sample 69		27.16				0

		True		255		G9		Sample 81		30.65				0

		True		255		H9		Sample 93		28.66				0

		True		255		A10		Sample 10		21.73				0

		True		255		B10		Sample 22		22.14				0

		True		255		C10		Sample 34		21.99				0

		True		255		D10		Sample 46		21.34				0

		True		255		E10		Sample 58		28.01				0

		True		255		F10		Sample 70		29.75				0

		True		255		G10		Sample 82		35.48				0

		True		255		H10		Sample 94		33.98				0

		True		255		A11		Sample 11		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		B11		Sample 23		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		C11		Sample 35		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D11		Sample 47		29.34				0

		True		255		E11		Sample 59		29.46				0

		True		255		F11		Sample 71		29.28				0

		True		255		G11		Sample 83		29.25				0

		True		255		H11		Sample 95		35.93				0

		True		255		A12		Sample 12		33.95				0

		True		255		B12		Sample 24		38.19				0

		True		255		C12		Sample 36		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		D12		Sample 48		22.06				0

		True		255		E12		Sample 60		24.08				0

		True		255		F12		Sample 72		40				0		> - Late Cp call (last five cycles) has higher uncertainty

		True		255		G12		Sample 84		23.85				0

		True		255		H12		Sample 96		20.59				0






