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Use Unix locally

Windows: Cygwin (https://www.cygwin.com/)
- y— — LEM_%M#

— =

» group is currently “mkgroup". This indicates that neither
» gid nor your pgsid {(primary group associated with your SID)
in Zetc/group.

The /etc/group (and possibly setc/passwd) files should bhe rebuilt.
See the man pages for mkpasswd and mkgroup then, for exanmple,. run

mkpasswd ~1 [~d] > setc/passwud
inkgroup -1 [-d] > /etc/group

INote that the —d switch is necessary for domain users.



https://www.cygwin.com/
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Use Unix locally

e Mac: Terminal, iTerm2

I -*- mode:objc -
/¢ $1d: PseudoTerminal.m,v 1.437 2009-82-86 15:87:23 delx Exp %

ald

PseudoTerminal.m
Copyright (c) 2882, 2883

Author: Fabian, Ujwal 5. Setlur
Initial code by Kiichi Kusama

Project: iTerm

Description: Session and window controller for iTerm.

This program is free software; you can redistribute it and/or modify
it under the terms of the GNU General Public License as published by
the Free Software Foundation: either version 2 of the License, or
(at your option) any later version.

This program is distributed in the hope that it will be useful,
but WITHOUT ANY WARRANTY; without even the implied warranty of
MERCHANTABILITY or FITHNESS FOR A PARTICULAR PURFOSE. See the
GHU General Public License for more details.

¥You should have received a copy of the GNU General Public License
along with this program; if not, write to the Free Software
Foundation, Inc., 675 Mass Ave, Cambridge, MA 82139, USA.

1 PseudoTerminal.m 1/2842 (B%). 1

2. Default (Vim)
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https://www.iterm2.com/
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WinSCP

-
B wiki - My Server - WinSCP =B
“ Local Mark Files Commands Session Options Remote Help
22| % ESynchlonize ‘- f |E| @ | ¥ @ Queue - - Transfer Settings Default
Il My Server | Work | New Session
aD: Data CEE i EEANE % R = BEEMS”
@ Upload = [ Edit ~ 3¢ é [ﬁ Properties |a & E@ Download ~ ||Z|’ Edit = x é % Properties |@ ﬁ
/home fmartinp /httpdocs fwiki/wik
Name : Size Changed Attr “ || Name : Size Changed Rights i
|_interfaces.tit J 2KB 14102011 22:02:00 a t. 31.10.2011 23:03:08  rwr-xr-x
|_intreduction. bt ‘ 2KB 25102011 23:13:26 a L wiki 6.5.2012 21:47:48 FWRI-Xr-X
|| languages.txt 2KB 992011 15.03:29 a = j.htaccass OKE 1011.2004 21:46:46  rw-r--r--
= operation_masktxt \ 2KB 2542005 11:3548 a [ commandiinett |  8KB 1.4.201211:5347 [
[ protocols.ot | SKB 3072011 22:14:42  a [Econtributions.t | 1KB 28.820117:14:44 Fo-r--r--
j remote_command... 3KB 1152011 21:01:44 a j directory_cache.td 1KB 30.7.2011 22 Pi-r-=r--
|| requirements.tt ‘ TKB 8102011 21:24:24 a j dragext.bet 5KB 412201122 Pi-r-=r--
| resumendt 3KB 307.2011 224509 @ [ faga | 7TKE 93.20129:09:44 Wr-T
| jscmemhmsm \ OKB 9.4.2008 11:29:58 a | fagcommandiin..| 0KB 17.12.2004114536 rw-r-r—-
j scripting §KB 1112011 151957 a jfaq_dir_default‘brt 1KE 2452011111720 rw-r--r—-
1KB 1682011 22:00:51 a Dfaq,download,te”. 0KB 21.11.2005 8:39:25 rW-r--r--
[l chell caceinn bt 1KR N7 930397 a T fan dran mese bt 1KR 17091003492 rarereore. T
22 706 B of 87 797 Bin 8of 33 17 407 B of 1 063 KB in 4 of 315
Queus (3)
> x| |- @
Operation Source Destination Transfered  Time/Speed Progress
/home/martinp/hitpdocsAwik...  D:\Documents'wiliy”.* M KB 0:00:00 Query
fag bt D KB 1839858/ [1r
D:\Documents'movies'\Movi...  /home/martinp/httpdocs/~.* 213 222 KB 0:00:09 80
D:\Documerts'moviss'Movi. . 213 222 KB 5 566 KB/s 80%
/home/martinp/hitpdocs/for...  D:\Documents'backup=.* Waiting... |
& sfr3 o) 0:10:25
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ﬁ tour — exam le fetchsoﬁworks m (@)

Kind | Size | Date
[¥ AnnualReport.pdf Portable ...at (PDF) 371.5K8 12/9/09
) Bach.mp3 MP3 Audio File 2.8 M8 1/5/07
JPEG image 45.8KB 5/16/09
.dmg Disk Image 17.4 MB 4/30/10
“ Geyser.mov QuickTime movie 4.1M8 5/15/09
[¥ Lilacjpg $C JPEG image 46.7 KB 6/13/08
 readme.txt Plain Text 2.3K8 8/30/10
= ServerLogs.txt Plain Text 1.6K8 5/16/09
- status.docx Microsoft...document 19.0 K8 10/28/10
(L] webpage files Folder - 11/14/10
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Genome browsers

* Graphical interface for genomic data

* Shows information from biological databases
mapped onto genomic sequence

| Genomic coordinates >

- Genomic regions, ranscripts, and products

Genomic Sequence |NC_000003 ehrormoseme 3 reference GRCh3T.p10 Primary Assambly z Go to paferance saquence datails

Goto nucleotide Graphics  FASTA  GenBank

S WC_0D00DI.A9: S.M.BIM (27Kbp)- | X, | D | - 1 KeTools | L Configure 2 7 -
o A3R500 1A E 4,804,500 4,BA5 kK & ARG, 500 ;]
S ———— — . — el Various
L R . A W wa e annotations =
“tracks”
‘ "I" Oslo NCBI Gene database UiO ¢ Department of Informatics
universitetssykehus University of Oslo
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Ensembl Genome Browser

* Joint project between EMBL-EBI and the
Wellcome Trust Sanger Institute

e Central resource for studying genomes of
vertebrates

— Mainly chordates, but some few extra (e.q. C. elegans
and S. cerevisiae)

— Updated several times a year with new genome
assemblies and new species

— Annotations of genomes (e.g. genes and their splice
variant, SNPs) added by the Ensembl pipeline

— Automatic gene prediction (with or without
experimental evidence) & some curator input

( * Oslo UiO ¢ Department of Informatics
universitetssykehus: University of Oslo




UiO ¢ Department of Biosciences
University of Oslo

Jon K. Leerdahl,
Structural Bioinformatics

Ensembl Genome Browser

Login/Register

BLAST/BLAT | BioMart

Tools | Downloads

Help & Documentation

Blog | Mirors

&)~ Searsh a5

Search: | Al species

€.0. BRCAZ or rat X:100000..200000 or coronary heart disease

Browse a Genome

The Ensembl project produces genome databases for

Popular genomes

Mouse
GRCM3S

% Login to customize this list

All genomes
v

View full list of all Ensembl species

Other species ars available in Ensembl Pre! and
EnsemblGenomes

1 and other eukaryotic species, and makes this
information freely available online.

V| for

ENCODE data in
Ensembl

Gene expression in
different tissues

Variant Effect Predictor

' le!uv

Find SNPs and other
variants for my gene

crreriaaTTir

B

Compare genos across

species
L
)

Leamn about a disease
or phenotype

®

Ensembi is a joint project betwaen EMEL - EBI and the Wellcome Trust Sanger Institute to develop a software system which produces and maintains
automatic annctation on selected oukaryotic genomaes.

What's New in Release 73 (September 2013)

« New search engine using Solr

« Now species: Duck (Anas platyrhynchos] and
Elycatcher (Ficedulla albicolis

« Updated patches for the human assembly
(GRCh3T p12)

Full detalls of this releace
More ralease nows on our blog —

Latest blog posts

« 01 Nov 2013 Upgrade of public MyS

. http://www.ensembl.org

« 07 Nov 2013: Retirement of archive

@ 29 Oct 2013: Take our AP course

Goto Ensembl blag —

Did you know...?

if you're using the \
use the cache. Ou
Predictor tool also
Interface

] le!u

Excellent resource for
exploring vertebrate
species where the
genome has been
sequenced

Ensembi roceives major funding from the Wellcome Trust. Our acknowledgements page includes a list of additional curront and previous funding bodies.

Encembi roloase 73 - Sopiember 2013 ©WISI/ EBI

EMBL-EBI

About Ensembl | Pivacy Policy | Contact Us

+
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Currently approx. 80 species
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Guinea Pig
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Hedgehog
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Jon K. Leerdahl,

Tasmanian devil
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EnsemblGenomes

About | Species | Working with communities | FAQs Bactena | Protists | Fungi | Plants | Metazoa | Vertebrates

Ensembl Genomes: Extending Ensembl across the taxonomic space. ~ Agricultural-Omics Training Course
L ombiy Mapping &% Regster now for an upcoming EBI training course in Agricultural-Omics. For more details, please go 1o
— hitp:/ivaww.ebi. ac. ukitraining/course/agricultural-omics.

posted 2013-10-03

For genomes where Ensembl Genomes has provided older assembly versions in the past, assembly
mappings are now available. These can be accessed using the Perl AP or REST service. or via the
face. This is avadable for plants, mel, xolists.

assembly converter in the web intes z0a, fungi a

What's New in Release 20 (September 2013)
Have a question?

I 5y The twentieth release of Ensembl Genomes features updates to versiol
y s, ganome L pdatord M 730f the Ensembl software ns, andanumber of new  Frequently Asked Questions
- genomes added bringing the total number of genomes to 9225 (full (FAQs) are now available for al
fst) Detailed notes can be found hers. Se the indk omeks of Exiestatl Gaoomnd
» Improved rasourcos for whoat genomes B | ororoce bfocmidion s st Gaiife
been asked before If there i a
Ensembl Bacteria -
, Four aquatic metazoan genomes FAC TRk ctact v
Ensembl Bacteris has besn updated Io include the latest versions

rences fo Rhea and

d 247 archaea) from the INSDC archives. Cross-
fications. In addition, data from RegulonDB
K-12 MG1655.

of 9,089 genomes (8,842 eubacteri:
MetaCyc have also been added. as have Enzyme Commission classil
have been usad to add oporon and other ragulatory features to E. col

Ensembl Genomes REST Servi

Ensembl Fungi

Ensombl Gonomes is doveloped by EMBL-EBI and is powsrod by Ensembl softwara system for tho analysis and
alisation of genomic data. For datails of our funding ploaso click hore. Two new plant pathogen genomes, Microbotryur violaceum and Blumenia graminis. Cross-references to PH

base wora added for plant pathogons

visi

&lipovwered

Ensembl Motazoa

20 of Ensembi Metazoa: the pea
los gambiae has boon

Threz metazoan species have updated assembiies and gene models in rek
aphid, tho westom honoy boe, and the purple sea urchin. The variation data fi
updated 1o include ~7 5 million additional variants.

Ensembl Plants

from the INGSC has been added in this
ion we have loaded the latest assembly for Oryza sativa flom IRGSP.

The first asssembly of the bread wheat genome, Trificur sestivuri

release. In ads

* Bacteria, protists, fungi, plants and other metazoa

Oslo UiO ¢ Department of Informatics
"" universitetssykehus University of Oslo
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Ensembl Genome Browser
very brief demo

BLAST/BLAT | BicMart | Tools | Domnioads | Help & Document Blog | Mirors
Search: [Allspecies V] for | o | What's New in Release 73 (September 2013)
=g BRCAZ or rat X:100000..200000 or coronary heart disease « Dow seaich anging using Sol
Browse a Genome ENCODE data in Variant Effect Predictor
Ensembl h { | g bI
T e— 3 Vel P/ /WWW.ensembl.org
vertebrates and other eukaryotic species. and makes this N1 o
information freely available onfine W leasse news on our blog —
Popular genomes Latest biog posts
Human Mouse Gene expression in Find SNPs and other
GRena7 aRens different tissues variants for my gene
ELE “?;;Maww « 290ct 2013 Take our AP course _ Onlinal
Zebrafish ! i CTTCTAATTAT
L E 3 £ Goto Ensentitog
sk Log in lo customize this list Retrieve gene
prisint e Did you know...?
All genomes
Wyoute VED sorpy please
JED o iocache Ox Vatan e
\ ’e (o4 ictor 100l also has a web
- s ° et
View full list of all Ensembl species Ty e
Use my own data in Leam about a disease
Ensembl or phenotype.

Ensemblis a joint project betwe Bl - EBI and
automatic annotation on selacted eukaryofic genomes

W

EMBL-EBI i

exercise!

Ensembl receivos major funding fron

wst. Our acknowledgomants page indudes a kst of add wevious funding bodics

Ensemi release 73 - Seplember 2013 8 W/TS! / EB| ‘About Ensemb | Privacy Policy | Conta

Permanant ik - View in archive sl

+ Oslo UiO ¢ Department of Informatics
universitetssykehus University of Oslo
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UCSC Genome Browser

* Developed and maintained at the University of
California, Santa Cruz (UCSC)

* |nteractive website

* Access to genome sequence data from

— Human genome
* Latest assembly (GRCh38), the 2" latest (GRCh37), but also
earlier versions

— Mouse, rat, and approx. 50 other mammals

— Chicken, turkey, budgerigar, reptiles, frogs, and fishes
— Insects, nematodes, S. cerevisiae and more

— In total 91 species in 2014

Oslo UiO ¢ Department of Informatics
universitetssykehus University of Oslo
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UCSC Genome Browser

BRIEFINGS IN BIOINFORMATICS. VOL 14 NO 2. H4-16 dok101093/bib/bbs038
Advance Access published on 20 August 2012

The UCSC genome browser and

associated tools
Robert M. Kuhn, David Haussler and W James Kent http://genome.ucsc.edu

Submitted: 8th February 2012; Received (in revised form) : 9th June 2022

Abstract

The UCSC Genome Browser (http://genome.ucsc.edu) is a graphical viewer for genomic data now in its I3th year.
Since the early days of the Human Genome Project, it has presented an integrated view of genomic data of many
kinds. Now home to assemblies for 58 organisms, the Browser presents visualization of annotations mapped to
genomic coordinates. The ability to juxtapose annotations of many types facilitates inquiry-driven data mining.
Gene predictions, mRNA alignments, epigenomic data from the ENCODE project, conservation scores from verte-
brate whole-genome alignments and variation data may be viewed at any scale from a single base to an entire
chromosome. The Browser also includes many other widely used tools, including BLAT, which is useful for align-
ments from high-throughput sequencing experiments. Private data uploaded as Custom Tracks and Data Hubs in
many formats may be displayed alongside the rich compendium of precomputed data in the UCSC database. The
Table Browser is a full-featured graphical interface, which allows querying, filtering and intersection of data tables.
The Saved Session feature allows users to store and share customized views, enhancing the utility of the system
for organizing multiple trains of thought. Binary Alignment/Map (BAM), Variant Call Format and the Personal
Genome Single Nucleotide Polymorphisms (SNPs) data formats are useful for visualizing a large sequencing experi-
ment (whole-genome or whole-exome), where the differences between the data set and the reference assembly
may be displayed graphically. Support for high-throughput sequencing extends to compact, indexed data formats,
such as BAM, bigBed and bigWig, allowing rapid visualization of large datasets from RNA-seq and ChlIP-seq experi-

ments via local hosting.
Kuhn et al. Brief. Bioinform. 14, 144 (2012)

Oslo | UiO ¢ Department of Informatics
univers ItetssykthS University of Oslo
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UCSC Genome Browser

Reference genome, chromosome coordinates

v
S5 Predicted genes

o

- Transcripts

c

,_8 Promoter binding sites

S

o) SNPs

c

(- Repeats

<

v Epigenetic marks
Many, many, more... Links to
detailed data
c\ Oslo UiO : Department of Informatics
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UCSC Genome Browser

UCSC Genome Browser on Cow Oct. 2011 (Baylor Btau_4.6. 1IbosTau7) Assembly
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UCSC Genome Browser
brief demo

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
> 2> | 2>> zoomin| 15x | 3x | 10x | base  zoom out 1Sx | 3x | 10x
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move start Click on a feature for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag side bars or move end
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Different kinds of data

. Direction of transcription
move (sss ]l shown in the introns
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Help to investigate correct splicing?
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Figure I: Screenshot of UCSC Genome Browser displaying human PICKI gene region on chr22 in hgl9 assembly.
Different gene prediction algorithms predict different annotations in the region. By presenting multiple data sets
of similar type, the user is able to more easily evaluate hypotheses. The different tracks often predict different 3'-
and 5 -untranslated regions (half-height boxes on ends of annotations), coding regions (fullheight boxes), introns
(thin line with transcription-direction arrows) or start and end coordinates. The differences may be used to establish
a level of confidence in an annotation not obtained from any single method.
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ABSTRACT

The ENCODE project is an mtemahonﬂl consortium
with a goal of ing all the
in the human genome. The ENCODE Data
Coordination Center (DCC) at the University of
California, Santa Cruz serves as the central reposi-
tory lor ENCODE data. In this role, the DCC offers a
of high ide data
generated with lectnologies such as ChIP-Seq,
RNA-Seq, DNA digestion and others. This data
helps illuminate transcription factor-binding sites,
histone marks, chromatin accessibility, DNA methy-
lation, RNA expressnon. RNA binding and other
cell-state i It with
quality scores, signals from
the alignments, and in most cases, element or peak
calls calculated lmm the signal data. Each data set is
for and via the
UCSC Genome Browser (http://genome.ucsc.edu/).
ENCODE data can also be retrieved using a
metadata system that captures the experimental
parameters of each assay The ENCODE web portal
at UCSC (| / ct.org/) infor-
mation about the ENCODE da\a and links for access.
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Human Gene CPNE9 (uc003bsd.3) Description and Page Index

Description: Homo sapiens copine family member IX (CPNE9), mRNA.
Transcript (Including UTRs)

Position: hg19 chr3:9,745,510-9,771,592 Size: 26,083 Total Exon Count: 20 Strand: +
Coding Region

Position: hg19 chr3:9,745,681-9,771,376 Size: 25,696 Coding Exon Count: 20

Page Index Sequence and Links |UniProtKkB Comments | Genetic Associations CTD Gene A
RNA-Seq Expression |Microarray Expression RNA Structure Protein Structure Other Species|GO Ani
mRNA Descriptions |Other Names Model Information Methods

Data last updated: 2013-06-14

"~ Sequence and Links to Tools and Databases

Genomic Seqyeﬁ?(bh{3:9,745,510-9,771 ,592) mRNA (may differ from genome)| Protein (553 aa)
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