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Circulating tumor DNA profile recognizes transformation to castration-resistant
neuroendocrine prostate cancer

Loss of androgen receptor (AR) signaling dependence occurs in approximately 15%-20% of
advanced treatment-resistant prostate cancers, and this may manifest clinically as
transformation from a prostate adenocarcinoma histology to a castration-resistant
neuroendocrine prostate cancer (CRPC-NE). (First published February 24, 2020)

nature

SPEN integrates transcriptional and epigenetic control of X-inactivation

Xist represents a paradigm for the function of long non-coding RNA in epigenetic regulation,

although how it mediates X-chromosome inactivation (XCI) remains largely unexplained.
(Published: 05 February 2020)

SCIENTIFIC REPORTS

Ancient DNA and high-resolution chronometry reveal a long-term human role in the
historical diversity and biogeography of the Bahamian hutia
Quaternary paleontological and archaeological evidence often is crucial for uncovering the
historical mechanisms shaping modern diversity and distributions.

(Published: 28 January 2020)
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A versatile method for circulating cell-free DNA methylome profiling by reduced

representation bisulfite sequencing

The methylation profile of circulating cell-free DNA (cfDNA) in blood can be exploited to

detect and diagnose cancer and other tissue pathologies and is therefore of great diagnostic

interest. There is an urgent need for a cost-effective genome-wide methylation profiling

method that is simple, robust and automatable and that works on highly fragmented cfDNA.
(Posted June 11, 2019)

OXFORD

ACADEMIC

Human mitochondrial DNA is extensively methylated in a non-CpG context
Mitochondrial dysfunction plays critical roles in cancer development and related therapeutic
response;however, exact molecular mechanisms remain unclear.

(Published: 06 September 2019)
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Epigenetic disturbances in obesity and diabetes: Epidemiological and functional
insights

Obesity and type 2 diabetes (T2D) are major public health issues worldwide, and put a
significant burden on the healthcare system. Genetic variants, along with traditional risk
factors such as diet and physical activity, could account for up to approximately a quarter of

disease risk.

(Available online 6 September 2019)



