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Mitochondrial genome ofHispaniolan solenodon

An international team of scientists has compleselguenced the mitochondrial genome of the |
paniolan solenodon (a venomous, insectivorous manimraadiverged from other living mamma
78 million years ago), f|II|ng in the last majomimch of placental mammals on the tree of life.

& s A i The Hispaniolan solenodonS¢lenodon para-
doxus) also known as the Dominican solenod
oragoutg is one of only a few mammal speci
capable of producing toxic saliva, which it us
- to immobilize its invertebrate prey. The spec
_|is endemic to Hispaniola, the island shared
Haiti and the Dominican Republic. It is found
forests and brush country, as well as around p
8 tations.

o It looks much like a shrew. However, it is cons
erably larger. It measures between 11 and
inches (28-33 cm), with the tail adding an addaidtD inches (25 cm). It weighs 600 g — 1 kg.
A black to reddish-brown pelage covers the majooityhe body, with the exception of the ta
feet, nose, and tips of the ears.

The new study, published in the jouriitochondrial DNA Part A: DNA Mapping, Sequencir
and Analysisconfirmed that the Hispaniolan solenodon divergedh all other living mammals 7¢
million years ago, long before an asteroid wipetitbe dinosaurs.

“It's just impressive it's survived this long. lusrived the asteroid; it survived human colonizati
and the rats and mice humans brought with thenwvilpd out the solenodon’s closest relative
said lead author Dr. Adam Brandt, from the Uniugrsif lllinois at Urbana-Champaign. The s
lenodon mitogenomes were 16,454-16 dHTong and carried the expected repertoire of gefe
mitogenomic phylogeny confirmed the basal positbisolenodons relative to shrews and maol
with solenodon mitogenomes estimated to have dagefigpm those of other mammals ca. 78 M
Control region sequences of solenodons from théheor (i=3) and southermE5) Dominican
Republic grouped separately in a network, Wigh= 0.72 £=0.036) between north and south.
The study also supports recent findings that tlendés of Hispaniola contains genetically distir
northern and southern populations that should mserved as separate sub-spe@edenodon
paradoxus paradoxuandSolenodon paradoxus woodi

[Adam L. Brandtet al. Mitogenomic sequences suppar north—south subspecies subdivision within Smlen para-
doxus. Mitochondrial DNA Part A: DNA Mapping, Seqcieg, and Analysis, published online April 20, @91

1 DPU Pune PhD Admissions 2016 in Biotech & Biocinformatics; http://www.dpu.edu.in/
Formg/ DPU-Ph.D.-Brochure-2016.pdf

2. ILS Bhubaneswar Computational Biology PhD Program 2016 ; https://www.ils.res.in/
wp-content/upl oads/2016/05/advt07- 16.pdf
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GenSAS: Web-based Genome Sequence Annotation Server

GenSAS is a Web-based Genome Sequence AnnoBsiwer that provides a one-stop website with deigaphica
interface for running multiple structural and fuoaial annotation tools, enabling visualization andnual curation of ge-
nome sequences. Users can upload sequences imtadt@unt

c oy
g.gg D\ . and run gene prediction programs, protein homokeprches
Home | Uss GensAs | Aualable Tocks | Helo map ESTs, identify repeats, ORFs and SSRs witloougia-

rameter settings. Each analysis is displayed oara@p track
of the graphical interface with custom editableksato select
final annotation of features and create gff3 files upload to
genome browsers such as GBrowse. Additional progji@n be easily added using this Drupal based amdtw

@  Please login to access GenSAS

Home

GenSAS was developed to help researchers in geseguence analysis. It had the following goals.

. Develop a computational pipeline which incorporatestiple annotation tools (that is, working asiategration tool)
. Develop a visualization tool to display the outfyaim annotation tools graphically
. Develop an intuitive web-based user interface tdifate curation by biologists

GenSAS integrates with JBrowse and Apollo to prewicsualization and editingss experimental evidence such as cDNA, EST:
and proteins continues to grow and the accurad¢liegxisting and new annotation tools continuertprove, already annotated genorﬂ

can be revisited for further annotation. As GenS#é8exible and has the capability of incorporatingw data and improved/advanced
tools relatively easily, GenSAS should be a vemfulsapplication in assisting researchers to gaadrgh quality annotation of genome
sequences. GenSAS can be retrieve at http://wwimfbigvsu.edu/gensas/rosaceae/apl.cgi.

New computer program developed to detect DNA mutations in single cancer cells

Researchers at The University of Texas MD AnderGancer Center have announced a new method foctihets
DNA mutations in a single cancer cell versus curtechnology that analyzes millions of cells whibby believe could have
important applications for cancer diagnosis andtinent. The results are published in the April h8ne issue ofNature
Methods Existing technology, next-generation sequencM@$), measures genomes derived from millions df cadrsug
the newer method for single-cell sequencing, callethovar. Developed by MD Anderson researchers, danallows sci
entists to examine data from multiple single cdllse study was, in part, funded by MD Anderson'oN&hots Program, gn
unprecedented effort to significantly reduce deditbsn cancer. However, because NGS measures langégears of cellg
genomic variations within tissue samples are oftesked.”
This led to development of newer technology, cadlimgjle cell sequencing (SCS), that has had a nmajgact in many are
of biology, including cancer research, neurobiolagyjcrobiology, and immunology, and has greatly ioyed understandi
of certain tumor characteristics in cancer. Mondugsroves further on the new SCS's computationalstavhich scientist
found "lacking" by more accurately detecting sligherations in DNA makeup known as single nuctitiariants (SNVs).
"To improve the SNVs in SCS datasets, we develdpedovar," said Nicholas Navin, Ph.D., assistanfgssor of Genetig
and co-author of the paper. "Monovar is a novdlstieal method able to leverage data from multgtegle cells to discovey
SNVs and provides highly detailed genetic data."
With the recent innovations in SCS methods to asathousands of single cells in parallel with RN#Aalgsis which will
soon be extended to DNA analysis, the need forrateDNA variant detection will continue to grovgdid Chen. "Monovaj
is capable of analyzing large-scale datasets andlihg different whole-genome protocols, therefdarés well-suited fof
many types of studies.

o

[http://www.biologynews.net/archives/2016/04/18/firstmputer_program_developed_to_detect_dna_mutationsirigle_cancer_cells.html]
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Benzaldehyde

Benzaldehyde is a color liquid aldehyde with anaichodor. Benzaldehyde is found in many foods anslidely used

in the chemical industry. In the chemical industhys agent is used in the preparation of varioukne dyes, perfumes, flg

H. lin (laetrile), since one of amygd

treated with toluene.

Benzaldehyde's production and use as a food aeldds a fragrance in cosmetics, perfumes|jan

vorings, and pharmaceuticals. In addition, benzglde has been associated with amyq
alins  breakdownroducts is benzaldehyde

has shown that benzaldehyde causes the formaticgaofive oxygen species (ROS) in rat sy
tosomal fractions. Benzaldehyde has also been ¢atglil in ROS formation in the CNS of r

detergents, as an intermediate in the synthesisvafiety of pharmaceu

PubChem CID - 240

ticals and industrial chemicals, as well as its ase solvent for resingghemical Names henzaldehyde, formyl-(14)

oils, and cellulose acetates and nitrates may tré@stits release to th
environment through various waste streams. Benbgtiteis also re

leased to the environment in emissions from conmauigirocesses suc

C-labeled
$olecular Formula: C/HesO
Molecular Weight :106.12194 g/mol
smiles C1=CC=C(C=C1)C=0

as gasoline and diesel engines, incinerators amd Wworning. It is formed in the atmosphere thropghtochemical oxidatio

of toluene and other aromatic hydrocarbons.

Jda

Chronic benzaldehyde exposure is known to causgaterervous system (CNS) disturbanceg. It
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Patent

Virtual network file server

US 6356863 B1

Inventor: Roger Anthony Sayle

Abstract

A virtual file server for generating content datarésponse to computer operating system requea&ikviing a remote filg
system. According to a preferred embodiment, tintead file server receives the request, which mayila any of a vari

ety of standard protocols. Content data is gengmateetrieved and translated into the format djgetby the request. The
virtual file content need not be maintained asoaest physical file in the requested format. Theuestied contents of thfs
virtual file are encoded according to the protdoplwhich the request was initially received. Onoeescoded, the r¢

quested content of the virtual file is transmittedesponse to the request.
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