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Scholar] [CrossRef]Sanders, B.M.; Draper, G.J.; Kingston, J.E. Retinoblastoma in Great Britain 1969-80: Incidence, treatment, and survival. [Google Scholar] [CrossRef]Kyritsis, A.; Joseph, G.; Chader, G.J. Effects of butyrate, retinol, and retinoic acid on human Y-79 retinoblastoma cells growing in monolayer cultures. Mol. Taken together, these
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Danda and colleagues performed proteomic analysis on human RB and healthy retina samples. To further investigate the mechanisms in RB, the WERI-RB1 cell line (Leibniz Institute-German Collection of Microorganisms and Cell Cultures, DSMZ No. ACC90) has been established by spontaneous outgrowth of an enucleated RB eye, as published by
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using data-independent MS. All entries with more than 70% missing values (MV) were removed, resulting in 2.2% MVs. The remaining MVs were imputed via replacement by random draws from a normal distribution. All blue-marked proteins demonstrated a logarithmic fold-change (log2FC) of |>2| and a q-value < 0.05. 2019, 18, 1–6. [Google
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Changes the Transcriptomic and Proteomic Dynamics of Human Retinoblastoma Y79 Cells. In this regard, we previously observed an extensive remodeling of various ECM components in the WERI-ETOR compared to the WERI-RB1 cell line, indicating that the ECM also plays a role in mediating chemotherapy-resistance formation of RB [15]. By drugconnectivity analysis using the L1000 database, this study also revealed a similar MOA for topoisomerase inhibitors and WERI-ETOR but a different MOA and potential new treatment options for ATPase inhibitors, acetylcholine receptor antagonists, and VEGFR inhibitors. [Google Scholar] [CrossRef] [PubMed]Hannun, Y.A.; Obeid, L.M. Principles of
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