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Research at Cold Spring Harbor

« 600 scientific staff

- 50 research groups
- Cancer
- Neuroscience
- Plant biology
- Genomics and bioinformatics
- Quantitative biology
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Sharing science at Cold Spring Harbor

Conferences
- Meetings
- The Banbury Center
- Cold Spring Harbor Asia, Suzhou, China

Teaching and Scholarship
- Watson School of Biological Sciences
- Residential lab and lecture courses
- Library and Archives

Publishing
- Cold Spring Harbor Laboratory Press
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Cold Spring Harbor Laboratory Press

Mission: to create publications and services that
‘help scientists succeed
-achieve high standards of excellence

sustain themselves financially and help fund research
and education

“Hundreds of thousands of scientists worldwide benefit from the research,
reviews, methods, and ideas published by CSHL Press”
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Cold Spring Harbor Laboratory Press

- 180 books and manuals
- 3 review journals
- 4 research journals

- A preprint service
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Access Policies for Research Journals

- Deposition at PMC since 2002
- All papers are deposited by CSHL Press at publication

- Author can pay for immediate free access and select
either CC-BY or CC-BY-NC license

- All other papers become freely accessible 6 or 12
months after publication

- Unless already CC-BY, all papers become CC-BY-NC on
release

- Accessible at the journal site and PMC
- Usage at PMC is substantial
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Tumor genomes are generally thought to evolve through a gradual accumulation
of mutations, but the observation that extraordinarily complex rearrangements
can arise through single mutational events suggests that evolution may be
accelerated by punctuated changes in genome architecture. To assess the
prevalence and origins of complex genomic rearrangements (CGRs), we mapped
6179 somatic structural variation breakpoints in 64 cancer genomes from seven
tumor types and screened for clusters of three or more interconnected
breakpoints. We find that complex breakpoint clusters are extremely common:
154 clusters comprise 25% of all somatic breakpoints, and 75% of tumors exhibit
at least one complex cluster. Based on copy number state profiling, 63% of
breakpoint clusters are consistent with being CGRs that arose through a single
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Tumor genomes are generally thought to evolve through a gradual accumulation of mutations, but the
observation that extraordinarily complex rearrangements can arise through single mutational events
suggests that evolution may be accelerated by punctuated changes in genome architecture. To assess the
prevalence and origins of complex genomic rearrangements (CGRs), we mapped 6179 somatic
structural variation breakpoints in 64 cancer genomes from seven tumor types and screened for clusters
of three or more interconnected breakpoints. We find that complex breakpoint clusters are extremely
common: 154 clusters comprise 25% of all somatic breakpoints, and 75% of tumors exhibit at least one
complex cluster. Based on copy number state profiling, 63% of breakpoint clusters are consistent with
being CGRs that arose through a single mutational event. CGRs have diverse architectures including
focal breakpoint clusters, large-scale rearrangements joining clusters from one or more chromosomes,
and staggeringly complex chromothripsis events, Notably, chromothripsis has a significantly higher
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A new Bayesian approach to the reconstruction of spectral
functions

Yannis Burnier, Alexander Rothkopf
(Submitted on 2 Oct 2013)

We present a novel approach for the reconstruction of spectra from Euclidean correlator data that
makes close contact to modern Bayesian concepts. It is based upon an axiomatically justified
dimensionless prior distribution, which in the case of constant prior function $mi{\omega)$ only
imprints smoothness on the reconstructed spectrum. In addition we are able to analytically
integrate out the only relevant overall hyper-parameter $\alpha$ in the prior, removing the
necessity for Gaussian approximations found e.g. in the Maximum Entropy Method. Using a
quasi-Newton minimizer and high-precision arithmetic, we are then able to find the unique global
extremum of $P[\rho|D]$ in the full $N_jomega'\gg N_\tau$ dimensional search space. The
method actually yields gradually improving reconstruction results if the quality of the supplied
input data increases, without introducing artificial peak structures, often encountered in the MEM.
To support these statements we present mock data analyses for the case of zero width delta
peaks and more realistic scenarios, based on the perturbative Euclidean Wilson Loop as well as the

Wilson Line correlator in Coulomb gauge.

Comments: Poster presented at the 31st International Symposium on Lattice Field Theory (Lattice 2013), 29 July - 3
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- Rapid transmission of results
- Pre-publication feedback
- Visibility, especially for early-career scientists

- Immediate availability of work to grant/hiring
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bioRXxIV posts In first 5 months

- 307 original manuscripts plus 114 revisions
« 54% from USA/Canada

- 27% UK/Europe

- 5% Asia
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- 17% genetics and genomics
- 17% bioinformatics
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- Direct commenting is modest

- Offsite commenting is growing
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“You can easily imagine a situation...where having
your journal not be preprint-friendly is an active
disincentive to publishing there”

Leonid Kruglyak, UCLA and HHMI, in Nature
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