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		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.571293		1.365153		0.0314966		561.95		1366.7		99.0089676671		411.639		1219.77		53.9628104202		0		NM_000059		Hs.34012		ref|NM_000059|gb|U43746|ens|ENST00000267071		Homo sapiens breast cancer 2, early onset (BRCA2), mRNA		Breast cancer 2, early onset		BRCA2		13q12.3		675		liver ; normal nasopharynx ; tumor, 5 pooled (see description) ; lymph ; head_neck ; embryonic stem cells, embryoid bodies derived from H1, H7 and H9 cells ; embryonic stem cell, retinoic acid and mitogen-treated hES cell line H7 ; placenta ; leukopheresi		13		63		SUMMARY: Summary: Mutations in BRCA1 and BRCA2 have been linked to an elevated risk of young onset breast cancer which has been demonstrated to be due to the inheritance of dominant susceptibility genes conferring a high risk of the disease. Unlike BRCA1,		GO: molecular function|protein binding|IPI|GO:0005515|GOA|9774970,11597317  GO: molecular function|single-stranded DNA binding|NAS|GO:0003697|GOA|12228710  GO: molecular function|transcription coactivator activity|NR|GO:0003713|GOA|na  GO: biological proc
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		2.324347		0.725311		0.0261769		28417.1		52446.6		4490.4451035474		39179.2		141338		3677.4496843922		0		X52348		Hs.514802		gb|X52348|gb|BT006658|gb|BC003566|gb|BC016801		Human Kox17 mRNA for zinc finger protein, partial		Zinc finger protein 24 (KOX 17)		ZNF24		18q12		7572		Blood vessels - aorta, basilar and artery ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; amygdala ; normal nasopharynx ; breast ; moderately-differentiated adenocarcinoma ; neuroblastoma ; colon ; Pooled human melanocyte, fetal heart,		18		384				GO: molecular function|zinc ion binding|NAS|GO:0008270|GOA|10585455  GO: molecular function|transcription factor activity|IEA|GO:0003700|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|IEA|GO:0006355|GOA|na  GO: cellular componen
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		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.603962		1.48689		0.00661997		1185.74		3167.85		412.2164142278		797.46		2523.27		116.019882605		0		NM_000489		Hs.533526		ref|NM_000489|ref|NM_138271|ref|NM_138270|gb|U72936		Homo sapiens alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) (ATRX), transcript variant 1, mRNA		Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)		ATRX		Xq13.1-q21.1		546		Pooled-Glandular ; adenocarcinoma ; Pituitary ; NEUROBLASTOMA COT 25-NORMALIZED ; FETAL BRAIN ; Primary Lung Epithelial Cells ; 2 pooled tumors (clear cell type) ; testis ; lymphoma, follicular mixed small and large cell ; Blood vessels - aorta, basilar a		X		424		SUMMARY: Summary: The protein encoded by this gene contains an ATPase/helicase domain, and thus it belongs to the SWI/SNF family of chromatin remodeling proteins. The mutations of this gene are associated with an X-linked mental retardation (XLMR) syndrom
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		0.489888		1.524981		0.0125737		83.6333		186.251		11.9004908187		54.8422		170.554		6.8872025667		0		AK023404		Hs.194698		gb|AK023404		Homo sapiens cDNA FLJ13342 fis, clone OVARC1001950		Cyclin B2		CCNB2		15q22.2		9133		pooled ; Uterine ; Alveolar Macrophage ; colon tumor, RER+ ; poorly differentiated adenocarcinoma with signet ring cell features ; NEUROBLASTOMA COT 25-NORMALIZED ; PLACENTA COT 25-NORMALIZED ; small cell carcinoma ; CNCAP(3)T-225 cell line ; three pooled		15		381		SUMMARY: Summary: Cyclin B2 is a member of the cyclin family, specifically the B-type cyclins. The B-type cyclins, B1 and B2, associate with p34cdc2 and are essential components of the cell cycle regulatory machinery. B1 and B2 differ in their subcellular		GO: biological process|mitosis|IEA|GO:0007067|GOA|na  GO: biological process|regulation of cell cycle|IEA|GO:0000074|GOA|na  GO: cellular component|nucleus|IEA|GO:0005634|GOA|na  GO: biological process|cytokinesis|IEA|GO:0000910|GOA|na
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		0.528888		1.366401		0.0304732		8803.98		21464.4		1997.7104630795		6443.19		20880.5		908.2071586571		0		NM_005531		Hs.380250		ref|NM_005531|gb|AK094968|gb|BC017059|gb|AF208043		Homo sapiens interferon, gamma-inducible protein 16 (IFI16), mRNA		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun

		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a
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		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.571293		1.365153		0.0314966		561.95		1366.7		99.0089676671		411.639		1219.77		53.9628104202		0		NM_000059		Hs.34012		ref|NM_000059|gb|U43746|ens|ENST00000267071		Homo sapiens breast cancer 2, early onset (BRCA2), mRNA		Breast cancer 2, early onset		BRCA2		13q12.3		675		liver ; normal nasopharynx ; tumor, 5 pooled (see description) ; lymph ; head_neck ; embryonic stem cells, embryoid bodies derived from H1, H7 and H9 cells ; embryonic stem cell, retinoic acid and mitogen-treated hES cell line H7 ; placenta ; leukopheresi		13		63		SUMMARY: Summary: Mutations in BRCA1 and BRCA2 have been linked to an elevated risk of young onset breast cancer which has been demonstrated to be due to the inheritance of dominant susceptibility genes conferring a high risk of the disease. Unlike BRCA1,		GO: molecular function|protein binding|IPI|GO:0005515|GOA|9774970,11597317  GO: molecular function|single-stranded DNA binding|NAS|GO:0003697|GOA|12228710  GO: molecular function|transcription coactivator activity|NR|GO:0003713|GOA|na  GO: biological proc
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		2.324347		0.725311		0.0261769		28417.1		52446.6		4490.4451035474		39179.2		141338		3677.4496843922		0		X52348		Hs.514802		gb|X52348|gb|BT006658|gb|BC003566|gb|BC016801		Human Kox17 mRNA for zinc finger protein, partial		Zinc finger protein 24 (KOX 17)		ZNF24		18q12		7572		Blood vessels - aorta, basilar and artery ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; amygdala ; normal nasopharynx ; breast ; moderately-differentiated adenocarcinoma ; neuroblastoma ; colon ; Pooled human melanocyte, fetal heart,		18		384				GO: molecular function|zinc ion binding|NAS|GO:0008270|GOA|10585455  GO: molecular function|transcription factor activity|IEA|GO:0003700|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|IEA|GO:0006355|GOA|na  GO: cellular componen
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		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.603962		1.48689		0.00661997		1185.74		3167.85		412.2164142278		797.46		2523.27		116.019882605		0		NM_000489		Hs.533526		ref|NM_000489|ref|NM_138271|ref|NM_138270|gb|U72936		Homo sapiens alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) (ATRX), transcript variant 1, mRNA		Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)		ATRX		Xq13.1-q21.1		546		Pooled-Glandular ; adenocarcinoma ; Pituitary ; NEUROBLASTOMA COT 25-NORMALIZED ; FETAL BRAIN ; Primary Lung Epithelial Cells ; 2 pooled tumors (clear cell type) ; testis ; lymphoma, follicular mixed small and large cell ; Blood vessels - aorta, basilar a		X		424		SUMMARY: Summary: The protein encoded by this gene contains an ATPase/helicase domain, and thus it belongs to the SWI/SNF family of chromatin remodeling proteins. The mutations of this gene are associated with an X-linked mental retardation (XLMR) syndrom
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		0.489888		1.524981		0.0125737		83.6333		186.251		11.9004908187		54.8422		170.554		6.8872025667		0		AK023404		Hs.194698		gb|AK023404		Homo sapiens cDNA FLJ13342 fis, clone OVARC1001950		Cyclin B2		CCNB2		15q22.2		9133		pooled ; Uterine ; Alveolar Macrophage ; colon tumor, RER+ ; poorly differentiated adenocarcinoma with signet ring cell features ; NEUROBLASTOMA COT 25-NORMALIZED ; PLACENTA COT 25-NORMALIZED ; small cell carcinoma ; CNCAP(3)T-225 cell line ; three pooled		15		381		SUMMARY: Summary: Cyclin B2 is a member of the cyclin family, specifically the B-type cyclins. The B-type cyclins, B1 and B2, associate with p34cdc2 and are essential components of the cell cycle regulatory machinery. B1 and B2 differ in their subcellular		GO: biological process|mitosis|IEA|GO:0007067|GOA|na  GO: biological process|regulation of cell cycle|IEA|GO:0000074|GOA|na  GO: cellular component|nucleus|IEA|GO:0005634|GOA|na  GO: biological process|cytokinesis|IEA|GO:0000910|GOA|na
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		0.528888		1.366401		0.0304732		8803.98		21464.4		1997.7104630795		6443.19		20880.5		908.2071586571		0		NM_005531		Hs.380250		ref|NM_005531|gb|AK094968|gb|BC017059|gb|AF208043		Homo sapiens interferon, gamma-inducible protein 16 (IFI16), mRNA		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun

		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a

		1.44869		0.675951

		1.324		0.789





Sheet1

		0		0		0.04		0.04

		0		0



Microarray

Real-time PCR

Fold-change

ATP7A



Sheet2

		0		0		0.13		0.13

		0		0



Microarray

Real-time PCR

Fold-change

PDGFRB



Sheet3

		0		0		0.1		0.1

		0		0



Microarray

Real-time PCR

Fold-change

RECK



		0		0		0.03		0.03

		0		0



Microarray

Real-time PCR

PHEMX



		0		0		0.1		0.1

		0		0



Microarray

Real-time PCR

Fold-change

BMPR2



		0		0		0.1181639784		0.1181639784

		0		0



Microarray

Real-time PCR

Fold-change

BRCA1



		0		0		0.2		0.2

		0		0



Microarray

Real-time PCR

Fold-change

BRCA2



		0		0		0.08		0.08

		0		0



Microarray

Real-time PCR

Fold-change

ATRX



		0		0		0.09		0.09

		0		0



Microarray

Real-time PCR

Fold-change

IFI16



		0		0		0.03		0.03

		0		0



Microarray

Real-time PCR

Fold-change

MYO6



		0		0		0.2		0.2

		0		0



Microarray

Real-time PCR

Fold-change

RB1



		0		0

		0		0



Microarray

Real-time PCR

Fold-change

ZNF191



		0

		0

		0



% of ZNF24/GAPDH expression



		0

		0

		0

		0



% of ZNF24/GAPDH expression



		0		0		0.1		0.1

		0		0



Microarray

Real-time PCR

Fold-change

PDGFR



		0		0		0.05		0.05

		0		0



Microarray

real-time PCR

Fold-change

PHEMX



		0		0		0.3		0.3

		0		0



Microarray

Real-time PCR

Fold-change

ATM



		0		0		0.15		0.15

		0		0



Microarray

Real-time PCR

Fold-change

CCNB2



		0		0		0.12		0.12

		0		0



Microarray

Real-time PCR

Fold-change

GADD45B



		





		Overexpression		Overexpression		0.04		0.04

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATP7A

0.483645

0.6794

1.521705

1.1611



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

PDGFR

0.441831

0.46798

1.885119

1.86667



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

RECK

0.586387

0.612338

1.951739

1.948009



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BMPR2

0.665656

0.744787

2.076442

1.573925



		Overexpression		Overexpression		0.1181639784		0.1181639784

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BRCA1

0.657789

0.71532

1.291124

1.195



		Overexpression		Overexpression		0.2		0.2

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BRCA2

0.571293

0.735435

1.365153

1.92256



		Overexpression		Overexpression		0.09		0.09

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

IFI16

0.510212

0.8113127

1.289241

1.328686



		Overexpression		Overexpression		0.03		0.03

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

MYO6

0.696814

0.459

1.569287

1.977



		Overexpression		Overexpression		0.2		0.2

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

RB1

0.740837

0.54211

1.525107

1.59475



		Overexpression		Overexpression		0.03		0.03

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

MYO6

0.696814

0.459

1.569287

1.977



		Overexpression		Overexpression		0.09		0.09

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

IFI16

0.510212

0.8113127

1.289241

1.328686



		Overexpression		Overexpression		0.08		0.08

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATRX

0.603962

0.87055

1.48689

1.7901



		Overexpression		Overexpression		0.3		0.3

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATM

0.651461

0.51463

1.522207

2.13859



		Overexpression		Overexpression		0.15		0.15

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

CCNB2

0.489888

0.6578

1.524981

0.92445



		Overexpression		Overexpression		0.12		0.12

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

GADD45B

1.44869

1.324

0.675951

0.789



		Overexpression		Overexpression

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ZNF191

2.324347

35.0174

0.725311

0.4352



		






_1284042589.xls
Chart18

		Overexpression		Overexpression		0.04		0.04

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATP7A

0.483645

0.6794

1.521705

1.1611



Sheet1

		ATP7A

		0.483645		1.521705

		0.6794		1.1611

		PDGFRB

		0.441831		1.885119

		0.46798		1.86667

		Overexpression		siRNA

												Overexpression		siRNA

		RECK

		0.586387		1.951739

		0.612338		1.948009

		Overexpression		siRNA

		PHEMX

		0.489173		0.386186

		0.71541		0.91558

		Overexpression		siRNA

		BMPR2

		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.571293		1.365153		0.0314966		561.95		1366.7		99.0089676671		411.639		1219.77		53.9628104202		0		NM_000059		Hs.34012		ref|NM_000059|gb|U43746|ens|ENST00000267071		Homo sapiens breast cancer 2, early onset (BRCA2), mRNA		Breast cancer 2, early onset		BRCA2		13q12.3		675		liver ; normal nasopharynx ; tumor, 5 pooled (see description) ; lymph ; head_neck ; embryonic stem cells, embryoid bodies derived from H1, H7 and H9 cells ; embryonic stem cell, retinoic acid and mitogen-treated hES cell line H7 ; placenta ; leukopheresi		13		63		SUMMARY: Summary: Mutations in BRCA1 and BRCA2 have been linked to an elevated risk of young onset breast cancer which has been demonstrated to be due to the inheritance of dominant susceptibility genes conferring a high risk of the disease. Unlike BRCA1,		GO: molecular function|protein binding|IPI|GO:0005515|GOA|9774970,11597317  GO: molecular function|single-stranded DNA binding|NAS|GO:0003697|GOA|12228710  GO: molecular function|transcription coactivator activity|NR|GO:0003713|GOA|na  GO: biological proc
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		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.603962		1.48689		0.00661997		1185.74		3167.85		412.2164142278		797.46		2523.27		116.019882605		0		NM_000489		Hs.533526		ref|NM_000489|ref|NM_138271|ref|NM_138270|gb|U72936		Homo sapiens alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) (ATRX), transcript variant 1, mRNA		Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)		ATRX		Xq13.1-q21.1		546		Pooled-Glandular ; adenocarcinoma ; Pituitary ; NEUROBLASTOMA COT 25-NORMALIZED ; FETAL BRAIN ; Primary Lung Epithelial Cells ; 2 pooled tumors (clear cell type) ; testis ; lymphoma, follicular mixed small and large cell ; Blood vessels - aorta, basilar a		X		424		SUMMARY: Summary: The protein encoded by this gene contains an ATPase/helicase domain, and thus it belongs to the SWI/SNF family of chromatin remodeling proteins. The mutations of this gene are associated with an X-linked mental retardation (XLMR) syndrom
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		0.489888		1.524981		0.0125737		83.6333		186.251		11.9004908187		54.8422		170.554		6.8872025667		0		AK023404		Hs.194698		gb|AK023404		Homo sapiens cDNA FLJ13342 fis, clone OVARC1001950		Cyclin B2		CCNB2		15q22.2		9133		pooled ; Uterine ; Alveolar Macrophage ; colon tumor, RER+ ; poorly differentiated adenocarcinoma with signet ring cell features ; NEUROBLASTOMA COT 25-NORMALIZED ; PLACENTA COT 25-NORMALIZED ; small cell carcinoma ; CNCAP(3)T-225 cell line ; three pooled		15		381		SUMMARY: Summary: Cyclin B2 is a member of the cyclin family, specifically the B-type cyclins. The B-type cyclins, B1 and B2, associate with p34cdc2 and are essential components of the cell cycle regulatory machinery. B1 and B2 differ in their subcellular		GO: biological process|mitosis|IEA|GO:0007067|GOA|na  GO: biological process|regulation of cell cycle|IEA|GO:0000074|GOA|na  GO: cellular component|nucleus|IEA|GO:0005634|GOA|na  GO: biological process|cytokinesis|IEA|GO:0000910|GOA|na
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		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		35.0174		0.4352

		Overexpression		siRNA

		Microarray		Real-time PCR

						160.58		4.5858		3.82

												pcDNA-ZNF24		pcDNA3		Untreated

		13.121		5.892		7.8836		5.236

		ATM

		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.459		1.977

		Overexpression		siRNA

		Microarray		Real-time PCR

		RB1

		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a
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		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE

		0.744787		1.573925

		Overexpression		siRNA

		Microarray		Real-time PCR		Fold-change

		BRCA1

		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.571293		1.365153		0.0314966		561.95		1366.7		99.0089676671		411.639		1219.77		53.9628104202		0		NM_000059		Hs.34012		ref|NM_000059|gb|U43746|ens|ENST00000267071		Homo sapiens breast cancer 2, early onset (BRCA2), mRNA		Breast cancer 2, early onset		BRCA2		13q12.3		675		liver ; normal nasopharynx ; tumor, 5 pooled (see description) ; lymph ; head_neck ; embryonic stem cells, embryoid bodies derived from H1, H7 and H9 cells ; embryonic stem cell, retinoic acid and mitogen-treated hES cell line H7 ; placenta ; leukopheresi		13		63		SUMMARY: Summary: Mutations in BRCA1 and BRCA2 have been linked to an elevated risk of young onset breast cancer which has been demonstrated to be due to the inheritance of dominant susceptibility genes conferring a high risk of the disease. Unlike BRCA1,		GO: molecular function|protein binding|IPI|GO:0005515|GOA|9774970,11597317  GO: molecular function|single-stranded DNA binding|NAS|GO:0003697|GOA|12228710  GO: molecular function|transcription coactivator activity|NR|GO:0003713|GOA|na  GO: biological proc
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		2.324347		0.725311		0.0261769		28417.1		52446.6		4490.4451035474		39179.2		141338		3677.4496843922		0		X52348		Hs.514802		gb|X52348|gb|BT006658|gb|BC003566|gb|BC016801		Human Kox17 mRNA for zinc finger protein, partial		Zinc finger protein 24 (KOX 17)		ZNF24		18q12		7572		Blood vessels - aorta, basilar and artery ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; amygdala ; normal nasopharynx ; breast ; moderately-differentiated adenocarcinoma ; neuroblastoma ; colon ; Pooled human melanocyte, fetal heart,		18		384				GO: molecular function|zinc ion binding|NAS|GO:0008270|GOA|10585455  GO: molecular function|transcription factor activity|IEA|GO:0003700|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|IEA|GO:0006355|GOA|na  GO: cellular componen
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		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.603962		1.48689		0.00661997		1185.74		3167.85		412.2164142278		797.46		2523.27		116.019882605		0		NM_000489		Hs.533526		ref|NM_000489|ref|NM_138271|ref|NM_138270|gb|U72936		Homo sapiens alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) (ATRX), transcript variant 1, mRNA		Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)		ATRX		Xq13.1-q21.1		546		Pooled-Glandular ; adenocarcinoma ; Pituitary ; NEUROBLASTOMA COT 25-NORMALIZED ; FETAL BRAIN ; Primary Lung Epithelial Cells ; 2 pooled tumors (clear cell type) ; testis ; lymphoma, follicular mixed small and large cell ; Blood vessels - aorta, basilar a		X		424		SUMMARY: Summary: The protein encoded by this gene contains an ATPase/helicase domain, and thus it belongs to the SWI/SNF family of chromatin remodeling proteins. The mutations of this gene are associated with an X-linked mental retardation (XLMR) syndrom
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		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun

		0.8113127		1.328686

		Overexpression		siRNA

		Microarray		Real-time PCR

		MYO6

		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.459		1.977

		Overexpression		siRNA

		Microarray		Real-time PCR

		RB1

		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation

		0.54211		1.59475

		Overexpression		siRNA

		Microarray		Real-time PCR

		GADD4B

				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a
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		0.651461		1.522207		0.0046486		229.067		677.722		68.4659627412		150.484		592.647		23.2354997277		0		NM_000051		Hs.435561		ref|NM_000051|ref|NM_138292|gb|U33841		Homo sapiens ataxia telangiectasia mutated (includes complementation groups A, C and D) (ATM), transcript variant 1, mRNA		Ataxia telangiectasia mutated (includes complementation groups A, C and D)		ATM		11q22-q23		472		poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Pooled-Glandular ; Pooled-Skin ; liver ; Iris ; normal nasopharynx ; breast ; pooled ; poorly differentiated adenocarcinoma with signet ring cell features ; lymph ; adenocarcinoma ; large		11		257		SUMMARY: Summary: The protein encoded by this gene belongs to the PI3/PI4-kinase family. This protein is an important cell cycle checkpoint kinase that phosphorylates; thus, it functions as a regulator of a wide variety of downstream proteins, including t		GO: molecular function|protein serine/threonine kinase activity|TAS|GO:0004674|GOA|na  GO: molecular function|DNA binding|IEA|GO:0003677|GOA|na  GO: molecular function|inositol/phosphatidylinositol kinase activity|IEA|GO:0004428|GOA|na  GO: biological pro
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		0.603962		1.48689		0.00661997		1185.74		3167.85		412.2164142278		797.46		2523.27		116.019882605		0		NM_000489		Hs.533526		ref|NM_000489|ref|NM_138271|ref|NM_138270|gb|U72936		Homo sapiens alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) (ATRX), transcript variant 1, mRNA		Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)		ATRX		Xq13.1-q21.1		546		Pooled-Glandular ; adenocarcinoma ; Pituitary ; NEUROBLASTOMA COT 25-NORMALIZED ; FETAL BRAIN ; Primary Lung Epithelial Cells ; 2 pooled tumors (clear cell type) ; testis ; lymphoma, follicular mixed small and large cell ; Blood vessels - aorta, basilar a		X		424		SUMMARY: Summary: The protein encoded by this gene contains an ATPase/helicase domain, and thus it belongs to the SWI/SNF family of chromatin remodeling proteins. The mutations of this gene are associated with an X-linked mental retardation (XLMR) syndrom
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		0.489888		1.524981		0.0125737		83.6333		186.251		11.9004908187		54.8422		170.554		6.8872025667		0		AK023404		Hs.194698		gb|AK023404		Homo sapiens cDNA FLJ13342 fis, clone OVARC1001950		Cyclin B2		CCNB2		15q22.2		9133		pooled ; Uterine ; Alveolar Macrophage ; colon tumor, RER+ ; poorly differentiated adenocarcinoma with signet ring cell features ; NEUROBLASTOMA COT 25-NORMALIZED ; PLACENTA COT 25-NORMALIZED ; small cell carcinoma ; CNCAP(3)T-225 cell line ; three pooled		15		381		SUMMARY: Summary: Cyclin B2 is a member of the cyclin family, specifically the B-type cyclins. The B-type cyclins, B1 and B2, associate with p34cdc2 and are essential components of the cell cycle regulatory machinery. B1 and B2 differ in their subcellular		GO: biological process|mitosis|IEA|GO:0007067|GOA|na  GO: biological process|regulation of cell cycle|IEA|GO:0000074|GOA|na  GO: cellular component|nucleus|IEA|GO:0005634|GOA|na  GO: biological process|cytokinesis|IEA|GO:0000910|GOA|na
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		0.528888		1.366401		0.0304732		8803.98		21464.4		1997.7104630795		6443.19		20880.5		908.2071586571		0		NM_005531		Hs.380250		ref|NM_005531|gb|AK094968|gb|BC017059|gb|AF208043		Homo sapiens interferon, gamma-inducible protein 16 (IFI16), mRNA		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun

		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a

		1.44869		0.675951

		1.324		0.789





Sheet1

						0.04		0.04



Microarray

Real-time PCR

Fold-change

ATP7A



Sheet2

						0.13		0.13



Microarray

Real-time PCR

Fold-change

PDGFRB



Sheet3

						0.1		0.1



Microarray

Real-time PCR

Fold-change

RECK



						0.03		0.03



Microarray

Real-time PCR

PHEMX



						0.1		0.1



Microarray

Real-time PCR

Fold-change

BMPR2



						0.1181639784		0.1181639784



Microarray

Real-time PCR

Fold-change

BRCA1



						0.2		0.2



Microarray

Real-time PCR

Fold-change

BRCA2



						0.08		0.08



Microarray

Real-time PCR

Fold-change

ATRX



						0.09		0.09



Microarray

Real-time PCR

Fold-change

IFI16



						0.03		0.03



Microarray

Real-time PCR

Fold-change

MYO6



						0.2		0.2



Microarray

Real-time PCR

Fold-change

RB1



		



Microarray

Real-time PCR

Fold-change

ZNF191



		



% of ZNF24/GAPDH expression



		



% of ZNF24/GAPDH expression



						0.1		0.1



Microarray

Real-time PCR

Fold-change

PDGFR



						0.05		0.05



Microarray

real-time PCR

Fold-change

PHEMX



						0.3		0.3



Microarray

Real-time PCR

Fold-change

ATM



						0.15		0.15



Microarray

Real-time PCR

Fold-change

CCNB2



		0		0		0.12		0.12

		0		0



Microarray

Real-time PCR

Fold-change

GADD45B



		





		Overexpression		Overexpression		0.04		0.04

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATP7A

0.483645

0.6794

1.521705

1.1611



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

PDGFR

0.441831

0.46798

1.885119

1.86667



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

RECK

0.586387

0.612338

1.951739

1.948009



		Overexpression		Overexpression		0.1		0.1

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BMPR2

0.665656

0.744787

2.076442

1.573925



		Overexpression		Overexpression		0.1181639784		0.1181639784

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BRCA1

0.657789

0.71532

1.291124

1.195



		Overexpression		Overexpression		0.2		0.2

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BRCA2

0.571293

0.735435

1.365153

1.92256



		Overexpression		Overexpression		0.09		0.09

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

IFI16

0.510212

0.8113127

1.289241

1.328686



		Overexpression		Overexpression		0.03		0.03

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

MYO6

0.696814

0.459

1.569287

1.977



		Overexpression		Overexpression		0.2		0.2

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

RB1

0.740837

0.54211

1.525107

1.59475



		Overexpression		Overexpression		0.03		0.03

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

MYO6

0.696814

0.459

1.569287

1.977



		Overexpression		Overexpression		0.09		0.09

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

IFI16

0.510212

0.8113127

1.289241

1.328686



		Overexpression		Overexpression		0.08		0.08

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATRX

0.603962

0.87055

1.48689

1.7901



		Overexpression		Overexpression		0.3		0.3

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ATM

0.651461

0.51463

1.522207

2.13859



		Overexpression		Overexpression		0.15		0.15

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

CCNB2

0.489888

0.6578

1.524981

0.92445



		Overexpression		Overexpression		0.12		0.12

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

GADD45B

1.44869

1.324

0.675951

0.789



		Overexpression		Overexpression

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

ZNF191

2.324347

35.0174

0.725311

0.4352



		






_1284042034.xls
Chart23

		Overexpression		Overexpression		0.2		0.2

		siRNA		siRNA



Microarray

Real-time PCR

Fold-change

BRCA2

0.571293

0.735435

1.365153

1.92256



Sheet1

		ATP7A

		0.483645		1.521705

		0.6794		1.1611

		PDGFRB

		0.441831		1.885119

		0.46798		1.86667

		Overexpression		siRNA

												Overexpression		siRNA

		RECK

		0.586387		1.951739

		0.612338		1.948009

		Overexpression		siRNA

		PHEMX

		0.489173		0.386186

		0.71541		0.91558

		Overexpression		siRNA

		BMPR2

		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.489888		1.524981		0.0125737		83.6333		186.251		11.9004908187		54.8422		170.554		6.8872025667		0		AK023404		Hs.194698		gb|AK023404		Homo sapiens cDNA FLJ13342 fis, clone OVARC1001950		Cyclin B2		CCNB2		15q22.2		9133		pooled ; Uterine ; Alveolar Macrophage ; colon tumor, RER+ ; poorly differentiated adenocarcinoma with signet ring cell features ; NEUROBLASTOMA COT 25-NORMALIZED ; PLACENTA COT 25-NORMALIZED ; small cell carcinoma ; CNCAP(3)T-225 cell line ; three pooled		15		381		SUMMARY: Summary: Cyclin B2 is a member of the cyclin family, specifically the B-type cyclins. The B-type cyclins, B1 and B2, associate with p34cdc2 and are essential components of the cell cycle regulatory machinery. B1 and B2 differ in their subcellular		GO: biological process|mitosis|IEA|GO:0007067|GOA|na  GO: biological process|regulation of cell cycle|IEA|GO:0000074|GOA|na  GO: cellular component|nucleus|IEA|GO:0005634|GOA|na  GO: biological process|cytokinesis|IEA|GO:0000910|GOA|na
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.665656		2.076442		3.05E-06		1094.27		3231.74		293.9040865177		526.993		1968.87		75.6530268579		0		BC035097		Hs.471119		gb|BC035097|gb|AK123579|ref|NM_001204|ref|NM_033346		Homo sapiens bone morphogenetic protein receptor, type II (serine/threonine kinase), mRNA (cDNA clone IMAGE:5261941), partial cds		Bone morphogenetic protein receptor, type II (serine/threonine kinase)		BMPR2		2q33-q34		659		colon ; placenta ; Blood vessels - aorta, basilar and artery ; pooled ; anaplastic oligodendroglioma ; breast ; Liver ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; whole brain ; Embryonic Stem cells ; melanotic melanoma ; head_neck		2		455		SUMMARY: Summary: This gene encodes a member of the bone morphogenetic protein (BMP) receptor family of transmembrane serine/threonine kinases. The ligands of this receptor are BMPs, which are members of the TGF-beta superfamily. BMPs are involved in endo		GO: molecular function|ATP binding|IEA|GO:0005524|GOA|na  GO: molecular function|protein serine/threonine kinase activity|IEA|GO:0004674|GOA|na  GO: molecular function|protein binding|TAS|GO:0005515|GOA|7791754  GO: molecular function|receptor activity|IE
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		0.657789		1.291124		0.0746457		9748.01		23216.5		2316.0221538087		7550.02		23773.2		804.600155136		0		NM_007294		Hs.194143		ref|NM_007294|ref|NM_007295|ref|NM_007306|ref|NM_007296		Homo sapiens breast cancer 1, early onset (BRCA1), transcript variant BRCA1a, mRNA		Breast cancer 1, early onset		BRCA1		17q21		672		lymph ; myeloid cells, 18 pooled CML cases, BCR/ABL rearrangement positive, includes both chronic phase and myeloid blast crisis ; mixed ; melanoma (MeWo cell line) ; Bulk tissue from Human Spinal cord ; serous papillary carcinoma, high grade, 2 pooled tu		17		160		SUMMARY: Summary: BRCA1, which functions as a tumor suppressor in human breast cancer cells, is a nuclear phosphoprotein which associates with RNA polymerase II holoenzyme. Mutations in BRCA1 are predicted to be responsible for approximately 45% of inheri		GO: molecular function|damaged DNA binding|NR|GO:0003684|GOA|na  GO: molecular function|tubulin binding|NAS|GO:0015631|GOA|na  GO: molecular function|protein binding|IPI|GO:0005515|GOA|10910365  GO: molecular function|zinc ion binding|TAS|GO:0008270|GOA|8
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		0.571293		1.365153		0.0314966		561.95		1366.7		99.0089676671		411.639		1219.77		53.9628104202		0		NM_000059		Hs.34012		ref|NM_000059|gb|U43746|ens|ENST00000267071		Homo sapiens breast cancer 2, early onset (BRCA2), mRNA		Breast cancer 2, early onset		BRCA2		13q12.3		675		liver ; normal nasopharynx ; tumor, 5 pooled (see description) ; lymph ; head_neck ; embryonic stem cells, embryoid bodies derived from H1, H7 and H9 cells ; embryonic stem cell, retinoic acid and mitogen-treated hES cell line H7 ; placenta ; leukopheresi		13		63		SUMMARY: Summary: Mutations in BRCA1 and BRCA2 have been linked to an elevated risk of young onset breast cancer which has been demonstrated to be due to the inheritance of dominant susceptibility genes conferring a high risk of the disease. Unlike BRCA1,		GO: molecular function|protein binding|IPI|GO:0005515|GOA|9774970,11597317  GO: molecular function|single-stranded DNA binding|NAS|GO:0003697|GOA|12228710  GO: molecular function|transcription coactivator activity|NR|GO:0003713|GOA|na  GO: biological proc
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		2.324347		0.725311		0.0261769		28417.1		52446.6		4490.4451035474		39179.2		141338		3677.4496843922		0		X52348		Hs.514802		gb|X52348|gb|BT006658|gb|BC003566|gb|BC016801		Human Kox17 mRNA for zinc finger protein, partial		Zinc finger protein 24 (KOX 17)		ZNF24		18q12		7572		Blood vessels - aorta, basilar and artery ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; amygdala ; normal nasopharynx ; breast ; moderately-differentiated adenocarcinoma ; neuroblastoma ; colon ; Pooled human melanocyte, fetal heart,		18		384				GO: molecular function|zinc ion binding|NAS|GO:0008270|GOA|10585455  GO: molecular function|transcription factor activity|IEA|GO:0003700|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|IEA|GO:0006355|GOA|na  GO: cellular componen
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		0.528888		1.366401		0.0304732		8803.98		21464.4		1997.7104630795		6443.19		20880.5		908.2071586571		0		NM_005531		Hs.380250		ref|NM_005531|gb|AK094968|gb|BC017059|gb|AF208043		Homo sapiens interferon, gamma-inducible protein 16 (IFI16), mRNA		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun

		0.510212		1.289241		0.0762733		15352.5		38263.4		1142.7265887633		11908.1		43473.3		594.2888562583		1		AK094968		Hs.380250		gb|AK094968|gb|AF208043|gb|BC017059|thc|NP499431		Homo sapiens cDNA FLJ37649 fis, clone BRHIP2000534, moderately similar to GAMMA-INTERFERON-INDUCIBLE PROTEIN IFI-16		Interferon, gamma-inducible protein 16		IFI16		1q22		3428		Pooled-Skin ; NEUROBLASTOMA COT 25-NORMALIZED ; serous papillary carcinoma, high grade, 2 pooled tumors ; squamous cell carcinoma, poorly differentiated (4 pooled tumors, including primary and metastatic) ; THYMUS ; Primary Lung Epithelial Cells ; poorly-		1		451				GO: molecular function|double-stranded DNA binding|IDA|GO:0003690|GOA|na  GO: biological process|response to virus|NAS|GO:0009615|GOA|na  GO: biological process|regulation of transcription, DNA-dependent|NAS|GO:0006355|GOA|na  GO: biological process|immun
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		0.688433		1.474075		0.00778051		24793.9		57291.6		5709.7467906399		16820		65489.4		3148.3773166638		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n

		0.696814		1.569287		0.00221836		23263.3		56174.6		3119.8924724599		14824.1		53838		1815.9127855966		0		AB002387		Hs.149387		gb|AB002387|ens|ENST00000287173|thc|THC1804788|thc|THC1804807		Homo sapiens mRNA for KIAA0389 gene, partial cds		Myosin VI		MYO6		6q13		4646		kidney ; prostate ; well-differentiated endometrial adenocarcinoma, 7 pooled tumors ; Embryonic Stem cells ; liver ; normal nasopharynx ; 2 pooled high-grade transitional cell tumors ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; CN		6		350		SUMMARY: Summary: Myosin VI is a molecular motor involved in intracellular vesicle and organelle transport. It is one of the so-called unconventional myosins.[supplied by OMIM]		GO: molecular function|structural constituent of muscle|NAS|GO:0008307|GOA|na  GO: molecular function|actin binding|TAS|GO:0003779|GOA|na  GO: molecular function|ATP binding|NAS|GO:0005524|GOA|na  GO: molecular function|motor activity|IEA|GO:0003774|GOA|n
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		0.740837		1.525107		0.00398545		15109		40331.9		2310.727316		9906.84		39342.5		1538.649565		0		NM_000321		Hs.408528		ref|NM_000321|gb|BC040540|gb|M33647|ens|ENST00000267163		Homo sapiens retinoblastoma 1 (including osteosarcoma) (RB1), mRNA		Retinoblastoma 1 (including osteosarcoma)		RB1		13q14.2		5925		melanotic melanoma ; moderately-differentiated adenocarcinoma ; poorly-differentiated endometrial adenocarcinoma, 2 pooled tumors ; Human Placenta ; liver ; Embryonic Stem cells ; 2 pooled Wilms' tumors, one primary and one metastatic to brain ; normal en		13		229		SUMMARY: Summary: Retinoblastoma (RB) is an embryonic neoplasm of retinal origin. It almost always presents in early childhood and is often bilateral. Spontaneous regression ('cure') occurs in some cases.[supplied by OMIM]		GO: molecular function|molecular_function unknown|ND|GO:0005554|GOA|na  GO: molecular function|transcription factor activity|TAS|GO:0003700|GOA|3657987  GO: biological process|cell cycle checkpoint|TAS|GO:0000075|GOA|na  GO: biological process|regulation
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		Microarray		Real-time PCR

		GADD4B

				1.44869		0.0108491		1479.53		3933.25		252.8364278628		1021.29		4381.53		140.3670631195		0		A_23_P142506		0.675951		0.00726532		1779.92		5319.61		352.0379255771		2633.21		10501		433.479614236		0		Growth arrest and DNA-damage-inducible, beta		GADD45B		19p13.3		4616		Ascites ; hippocampus ; ovary (pool of 3) ; Purified pancreatic islet ; lens ; RPE and Choroid ; optic nerve ; lymphoma, cell line ; human retina ; carcinoma, cell line ; parathyroid tumor ; leukocyte ; pooled brain, lung, testis ; pooled lung and spleen		19		625		SUMMARY: Summary: This gene is a member of a group of genes whose transcript levels are increased following stressful growth arrest conditions and treatment with DNA-damaging agents. The genes in this group respond to environmental stresses by mediating a
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