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Agilent CytoGenomics software

RRID:SCR_010917
Type: Tool

Proper Citation

Agilent CytoGenomics software (RRID:SCR_010917)

Resource Information

URL: http://www.genomics.agilent.com/en/product.jsp?cid=AG-PT-111&tabld=AG-PR-
1017& requestid=587725

Proper Citation: Agilent CytoGenomics software (RRID:SCR_010917)

Description: Software for a complete CGH and CGH+SNP microarray data analysis and
data reporting solution to streamline the day-to-day cytogenetic sample analysis research
workflow.

Abbreviations: Agilent CytoGenomics software
Resource Type: software resource

Resource Name: Agilent CytoGenomics software
Resource ID: SCR_010917

Alternate IDs: OMICS 00701

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260725T190707+0000

Ratings and Alerts
No rating or validation information has been found for Agilent CytoGenomics software.

No alerts have been found for Agilent CytoGenomics software.

Data and Source Information

Source: SciCrunch Registry
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Usage and Citation Metrics
We found 117 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Reproduction & fertility, 4(2).

Socha M, et al. (2023) A pure de novo 16p13.3 duplication and amplification in a patient
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case report and literature review of the partial 16p13.3 trisomy syndrome. Journal of
applied genetics, 64(1), 125.

Montanaro FAM, et al. (2023) PTCHD1 gene mutation/deletion: the cognitive-behavioral
phenotyping of four case reports. Frontiers in psychiatry, 14, 1327802.
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expression levels by recurrent CTCF inactivating mutations in acute T cell leukemia. Cell
reports, 42(4), 112373.

Qiu S, et al. (2023) Nexus between genome-wide copy number variations and autism
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