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What 1s UNIX?

* Operating system
Y. ’
Y
L
w—d
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Why UNIX?

Scripting
Powertul tools

Easy remote access

A GUI (Graphical User Intertace) 1s not available for
many programs

Compatibility
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Learning goals

Navigate in the UNIX environment
Create, move and delete directories
Create, move, delete and edit files

Use basic UNIX commands
Know where to find help
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The Terminal

vikotly@vikotty-ThinkPad.X13-Gen-1: ~

_gala.vcf.gz.thi Anel_Chridall_gala.vcf.gz.tbt Hrel_Chr2all_gala,vcf.gz.log Mnel LGE22all _ga .gz.novarfilt.o1783105
_novar.01775883 Mrel_chriall_gala.vcf. Mnel_Chrzall_gala.vcf.gz.novarfilt.o1783839  Mnel LGE22all gala.vcf.gz.th

nel_Chrigall_gala.vef. Mrnel_chriall gala.vcf.gz. Mnel_Chr2all_gala.vcf.gz.tbi Mmel_Superscaffoldlall_gala.vcf.gz

nel_Chri0all gala.vcf.gz.log Mrel_Chriall_gala.vcf.gz.thi Mnel_Chr3all_gala.vcf.qgz Mnel_Superscaffoldlall_gala.vcf.gz.log
nel_ChriBall_gala.vcf.gz.novarfilt.01783678 Mnel Chr2pall_gala.vcf. Mrel_Chr3all_gala,vcf.gz.log Mrel_Superscaffo “gala.vcF.gz.novarfilt.o1783110
nel_Chricall_gala.vef.gz.tbi Mrel_chr2pall_gsla.vef.gz.log Mrel_Chr3all_gala.vcf.gz.novarfilt.o1783160  Mnel_Superscaffoldlall_gala.vcf.gz.tht
nel_chritall_gala.vef. Mrel_Chrzeall_gala.vef.gz.novarfilt.03783698 Mmel Chr3all_gala.vcf.gz.thi Mnel_Superscaffold2all gala.vcf.gz
nel_chrizall_gala.vcf.gz.log Hnel_Chr20all_gala.vef.gz.tbi Mnel_Chranall_gala.vef.gz Mnel_Superscaffold2all_gala.vcf.gz.log
nel_Chrizall_gala.vcf.gz.novarfilt.oi783679 Mnel_Chrziall gala.vef. Mrel_Chréaall_gala.vef.gz.log Mnel_superscaffold2all_gala.vef.gz.novarfilt.o1783111
nel_Chritall gala.vef.gz.tbi el chr2all_gala.vcf.gz.log Mnel Chranall gala.vef.gz.novarfilt.o1783101 Mnel Superscaffoldzall gala.vcf.gz.thi

el _Chri2all_gala.vef. Mrel_Chr21all_gala.vef.gz.novartilt.o1783891 Mnel Chrédall_gala.vef.gz.tbi Mrel_super scaffold3all gala.vcf.gz
nel_Chri2all gala.vcf.gz.log Hrel_Chrziall_gala.vef.gz.thbi Mnel Chrdall_gala.vcf.gz Mnel_Superscaffold3all_gala.vcf.gz.log
nel_Chri2all_gala.vef.gz.novarfilt.01783681 Mnel Chrzzall gala.vcf. Mnel_Chraall_gala,vcf.gz.log Mrel_Superscaffold3sll_gala.vcf.gz.novarfilt.o1783112
nel_Chri2all_gala.vcf.gz.tbi Mrel_Chr22all_gala.vcf.gz.log Mrel_Chrdall_gala.vcf.gz.novarfilt.o1783162  Mnel Superscaffold3all_gala.vcf.qz.thi
nel_Chri3all_gala.vcf. Mrel_Chr22all_gala.vef.gz.novarfilt.o1783092 Mmel_Chrdall_gala.vcf.gz.thbi Mnel_Superscaffolddall_gala.vef.gz
nel_Chri3all_gala.vef.gz.log Hnel_Chr22all_gala.vef.gz.tbi Mmel_Chrsall_gala.vcf.gz Mnel_Superscaffolddsll_gala.vcf.gz.lag
nel_Chr13all_gala.vcf.gz.novar filt 01763082 Mnel Chr23all gala.vf. Mrel_Chrsall_gala,vcf.qz.log Mnel_Superscaffolddall gala.vef.gz.novarfilt.c1733113
nel_Chrilall gala.vef.gz.tbi Mrel Chr23a la.vcf.gz.log Mnel Chrsall_gala.vcf.gz.novarfilt.o1783183  Mnel Superscaffolddall gala.vcf.gz.thi
nel_Chridall_gala.vef. Mrel_Chrz3all_gala.vef.gz.novartilt.01783693 Mnel Chrsall gala.vcf.gz.tbi Mrnel_Unplacedscaffoldiall_gala.vef.

nel_Chridall gala.vef.gz.log Hrel_Chrz3all_gala.vef.gz.thbi Mnel_Chroall_gala.vcf.gz Mnel_Unplacedscaffoldiall gela.vef.gz.log
nel_Chridall_gala.vcf.gz.novarfilt.01783683 Mnel_Chr2dall_gala.vcf. Mnel_Chroall_gala,vcf.gz.log Mrel I}'\p.aced‘cuﬂold.a\\ gala.vcf.gz.novarfilt 01783114
mel_Chridall_gala.vcf.gz.thbt Mmel_Chr24all_gala.vcf.gz.log Mrel_chréall_gala.vef.gz.novarfilt.o1783184 32d caffoldiall_gala.vcf.gz.thi
nel_Chrisall_gala.vef. i gala.vef.gz.novarfilt.o3783094 Mmel_Chroall_gala.vcf.gz.thi o g
nel_Chrisall_gala.vcf.gz.log g gala.vef.gz. tbi Mmel_Chr7all_gala.vef.gz Hnel_UnplacedScaffoldzall gale.vef.gz.log
nel_Chrisall_gala.vef.gz.novarfilt.o1763684 Mnel Chr2sall gala.vef. Mrel_Chr7all_gala.vcf.gz.log Mnel_Unplacedscaffoldzall_gala.vef.gz.novarfilt.o1783115
nel_Chrisall gala.vef.gz.tbi Mrel_Chrzsall .vef.gz.log Mnel Chr7all_gala.vcf.gz.novarfilt.o1783185  Mnel UnplacedScaffoldzall gala.vcf.
nel_Chri7all_gala.vef. Mrel_Chr2sall_gala.vef.gz.novartilt.01783695 Mnel Chr7all gala.vcf.gz.tbi Mrel_UnplacedScaffoldall gals.vef.

nel_Chr17all gala.vcf.gz.log Hnel_Chr2sall_gala.vef.gz.thi Mnel_Chrsall_gala.vcf.gz Mnel_Unplacedscaffoldiall gala.vef.
nel_Chri7all_gala.vcf.gz.novarfilt.o1783085 Mnel_Chr26all_gala.vcf. Mnel_Chraall_gala,vcf.gz.log Mnel_Unplacedscaffold3all_gale.vef. 11t.01783116
nel_Chri7all_gala.vef.gz.thbi el _chr26all_gala.vcf.gz.log Mrel_Chrsall_gala.vcf.gz. 1t.o17 M=l _Unplacedscaffoldlall gala.vef.
nel_Chri8all_gala.vef. Mrel_Chr26all_gala.vef.gz.novarfilt.03783896 Mmel Chrsall _gala.vcf.gz.thi Mnel_Unplacedscaffolddall gala.vef.
nel_ChriBall_gala.vcf.gz.log Hnel_Chr26all_gala.vef.gz.tbi Mnel_Chraall_gala.vcf.qz Hnel_Unplacedscaffolddall gale.vef.gz. log
nel_ChriBall_gala.vcf.gz.novarfilt.o1763686 MAnel_Chr27all_gala.vcf. Mrel_Chr9all_gala,vcf.qgz.log Mnel_Unplacedscaffalddall_gala.vef.gz.novarfilt.a1783117
nel_Chrigall gala.vef.gz.tbi B leg Mmel_Chr9all_gala.vcf.gz.navarfilt.c1783167  Mnel_Unplacedscaffolddall_gala.vef.gz.thbi
nel_Chr19all_gala.vef. Mrnel_Chr27all_gala.vcf.gz.novartilt.01783697 Mnel Chraall gala.vcf.gz.tbi Mmnel_Unplacedscaffoldsall qala.vef.

nel_Chr19all qata.vef.gz.leg Hnel_Chr27all_gala.vef. Hnel_ChrZall_gala.vcf.qr Mnel_Unplacedscaffoldsall gala.vef.gz.leg
nel_Chri9all_gala.vcf.gz.novarfilt.01783687 Mnel _Chr2eall gala.vcf.gz Mrel_ChrZall_gala,.vcf.gz.log Mnel_unplacedScaffoldSall_gals.vef.gz.novarfilt.o1783118
nel_Chr19all_gala.vef.gz.thi tnel_Chr28alt_gala.vcf.gz. log Mrel ChrZall_gala.vcf.gz.novarfilt.o1783188  Mnel Unplacedscaffoldsall gale.vef.gz.thi
nel_chrisall_gala.vcf.g Mrel_Chr2Ea .9z, t.01783098 Mmel_ChrZall_gala.vcf.gz.thbi novar_nodepth

=ao-(»3m<)vlmnvp kirit:/storage/brnol2 cer‘Uhohc/vl(orlvyn:\k.nqb\rd |_genonics fmapped_to_melanotis/vef_nelanotis/all_gala$ zcet all_gala.vcf.gz | grep CHROM » header.txt

J00KHORN Jvlkof Lypskirt
200KNORM )v1kof LyRsks

storage/brnol2-cerit/home/vlkofly/mockingbird_genonmics /mapped_to_melanotisz/vcf_rmelanatis/all_gala$ cat header.txt
it:/storage/brno12-cerit/hone/vikofly/nockingbird_genoaics/napped_to_melanotis/vcf_melanoti :/A‘l_g:las cat header.txt

300KNORM Jvlkof Lypskirit: /storage /brno12-cerit/home/vikofly/nockingbird_gencmics/mapped_to_melanotis/vef_melanotis/all_gala$ zgrep CHROM sll_gala.vcf.gz
CHROW  POS b REF ALT QUAL  FILTER INFD  FORMAT 1-D13  1-MocPOI 18-143388 m-zn 11-143370 11-276  12-142192 12-280  2-MocP1T 2-M25  3-Me
3 4-140  3-MocDOZ 5364  5-MocWOl 6-208  6-Mockas 7-270  7-Mocxot 8-256  8-Mocks 9-143182 9-254

100KWORM) v ko Lygskirtt:

starage/brnol2-certt/hone/vikofly/mockingbird_genonics/mapped_to_melanotis/vef _melanotis/all_gala$ zgrep CHROM all_gala.vcf.gz > header.txt

300KKORM ) v Lkof LyRskird
J00KWORM ) v kof Lypskirt
300KNORM v Lkof Lypskirt
tkof Ly

storage/brnol2-cerit fhome/vikof Ly/nockingbird_genomics /mapped_to_melanotis/vcf_melanatis/all_gala$ cat header.txt
storage/brno12-cerit/hone/vikof Ly nockingbird_genonics/napped_to_melanotis/vef_nelanatis/all_galas AC
storage/brao12-cerit/hone/vikofly /nockingbird_genonics/napped_to_melanatis/vef_relanotis/all_galas client_loop: send disconnect: Broken pipe

the Command Line, Shell, Prompt
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The Terminal

(AU

g A i o g A A
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ozt e
¥nel_Unplacedscafaldsall_a

sl Chi 18aLL gele vl .ue. Lo 5 el ChiZ
vnc_Uralacodscaffolds 1
% novarfi

5al -tbi
e _Unplacedscaféaldsa
1hall gele.wel.ye wvel ILL 01783088 Ynel
fnapped_to_nelanoti
nelanotd
Lanoti.

-cer L hure,

wat FILTER o 10-14333
F1 3 1-148



PATHS: Absolute vs. Relative

& Desktop
e N
wpsg_2025 Applications
Unix_primer Documents Library
\ VN
file1.txt current_work | draft.docx
\
file2.txt
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PATHS: Absolute vs. Relative

Desktop
e N
'OW wpsg_2025 Applications
Unix_primer “ Documents Library
\ N
file1.txt current_work | draft.docx
N
file2.txt
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PATHS: Absolute vs. Relative

T In the Command Line
e \\ — Is = list
]OW wpsg_2025 Applications cd = change directory
Unix_primer “ Documents Library
N N
file1.txt current_work | draft.docx
\y
file2.txt
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PATHS: Absolute vs. Relative

SEskinn In the Command Line
_/ N Is = list
@ wpsg_2025 Applications cd = change directory
/ \\ . Unix_primer — -zsh — 114x24

Un|X_pr|mer Documents danielasouzacosta@dyn-3-5-78 Desktop % ls

N
file1.txt

danielasouzacosta@dyn-3-5-78 Desktop % cd wpsg_2025/Unix_primer
danielasouzacosta@dyn-3-5-78 Unix_primer % Ls

filel.txt

danielasouzacosta@dyn-3-5-78 Unix_primer %
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PATHS: Absolute vs. Relative

Desktop

<N
@ wpsg_2025
Pl ~

N
file1.txt

In the Command Line

Is = list

Applications cd = change directory

. Unix_primer — -zsh — 114x24

Un|X_pr|mer Documents danielasouzacosta@dyn-3-5-78 Desktop % ls

danielasouzacosta@dyn-3-5-78 Desktop % cd wpsg_2025/Unix_primer
danielasouzacosta@dyn-3-5-78 Unix_primer % Ls

filel.txt

danielasouzacosta@dyn-3-5-78 Unix_primer %

/Desktop/wpsg_2025/Unix_primer
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PATHS: Absolute vs. Relative

Desktop
e ~N
ﬁ wpsg_2025 Applications
Unix_primer “ Documents Library
\ VN
file1.txt current_work | draft.docx
N
file2.txt

In the Command Line
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PATHS: Absolute vs. Relative

Desktop
-

]i wpsg_2025 Applications
= —~ e
Unix_primer “ Documents Library

\ N

file1.txt current_work | draft.docx
N
file2.txt

In the Command Line
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PATHS: Absolute vs. Relative

Desktop
-
wpsg_2025 Applications
e —~ e
Unix_primer “ Documents Library
\ '(i N
file1 .txt & |[current_work | draft.docx
N
file2.txt

In the Command Line
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PATHS:

Absolute vs. Relative

Desktop In the Command Line
I/
Wpsg_2025 Ap o lications | /Desktop/Applications/Library/current_work
P ~ P
Unix_primer Documents Library
N Y
file1.txt current_work | draft.docx
\y
file2.txt
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PATHS: Absolute vs. Relative

Desktop
-

]i wpsg_2025 Applications
= —~ e
Unix_primer “ Documents Library

\ N

file1.txt current_work | draft.docx
\
file2.txt

In the Command Line
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PATHS: Absolute vs. Relative

Q Desktop
& =
wpsg_2025 Applications
Pl ~ e
Unix_primer Documents Library

\ N

file1.txt current_work | draft.docx
N
file2.txt

In the Command Line
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PATHS: Absolute vs. Relative

@ Desktop
e
wpsg_2025 Applications
P —~ e
Unix_primer Documents Library
\ N
file1.txt current_work | draft.docx
\
file2.txt

In the Command Line
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PATHS: Absolute vs. Relative

Desktop
e
wpsg_2025 Applications
P —~ e
Unix_primer Documents Library
\ N
file1.txt current_work | draft.docx
\
file2.txt

In the Command Line
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PATHS:

Absolute vs. Relative

Desktop In the Command Line
e
wpsg_2025 Applications | ../../Applications/Library/current_work
P ~ e
Unix_primer Documents Library
\ N
file1.txt current_work | draft.docx
N
file2.txt
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PATHS: Absolute vs. Relative

wpsg_2025

P ~

Unix_primer Documents

\y
file1.txt

Desktop In the Command Line
< Applications Is = list
cd = change directory
'/ pwd = print working directory
Library
N
current_work | draft.docx
N
file2.txt
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PATHS:

Absolute vs. Relative

Desktop In the Command Line

«

wWps

g_2025

Pl

S

Unix_primer

Documents

\y
file1.txt

4

Is = list
cd = change directory
pwd = print working directory

Applications

P

Librar
y _ current_work — -zsh — 114x24

|‘_//, ‘\\\5! danielasouzacosta®dyn-3-5-78 Unix_primer % pwd

/Desktop/wpsg_2025/Unix_primer

current work danielasouzacosta®dyn-3-5-78 Unix_primer % cd ../../Applications/Library/current_work
— danielasouzacosta®dyn-3-5-78 current_work % 1s

\EI file2.txt
danielasouzacosta@dyn-3-5-78 current_work % pwd
f-l 22 t t /Desktop/Applications/Library/current_work
I 63 . )< danielasouzacosta®dyn-3-5-78 current_work %
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PATHS: Absolute vs. Relative

Absolute

/Desktop/Applications/Library/current_work

Relative

../../ Applications/Library/current_work
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A CHEAT SHEET ... and the internet is your best friend!

Unix/Linux Command Reference FOSSwire ...

File Commands

I's -d rectay listing date -show fiecurre~1da

Is al -formatted listirg with hidzen files cal —stow thismonth's 2a

eod dir -change directory to dir upti me -show cu rentupime

ed-chasge tohore w-cispla s online

Pl Show currant giras whoam yeu a2 150980 In 68

ki (s rs CRIET ( fonger user  disieyintormaton TR EETS
rmiile NAME -3 - S708 <Ans mfamelion

cm-r o cal fprociepui nfo - tauinformalico

rm-f fife-"oroorem cat fproc/mem nfo - memery nformaticn
rm -rf dir -force remove men commead - show the manusl for sommand

cp filel file2 - spy & df - shew disk usa
ep -r dirl dir2-copy dict du - show direstory sa2ce usage

daesn 1 euist free -show memaory and swat usage
nw [iJel Lite2 — wmme o movs Juel 1o ie?

iThte? isan exisiing diteslioy, moves ) inle
i o .
Vi - Fife ik —avesls sy aio link ok 10 fie Compression
touch fife -crests or updats fite tar cf f1fetar tifes -create s ter memed
cat > fife - placss stenderd inputinza file Fie.tar contening frfes
s e Fiie -outpul e oo fenss of fife tar xt fife tar - extract ha files == oen fie tar
head £ fe =output the first 10 lines of file tar ezt e tar gz ifes aresta s fer wih
tail fife —outputtnelast 10 lmes o fie Szip compressicn o
tarl -f fife -cutpul the cantants of fe as it tar xzf file. tar.ge —eatracta tar using €2z
arows, sterting w17 thelast 10 1izas tar of f file.tar. bz2 - creatz atar with Bzip2
sump’ e
Process Management tar xjf t1)& tar hz2 - axtrast & ar using Gzips

ps -d sclay your currenty active arosess:s Gzip f1fe - compresses ne end (anemas - 1o
top ~displsy =ll ~unni~g proczsses Fig 52
kill pid-k |processidpic Q@ip -4 1ile g7 dacompr assas Iie o7 heo
killall proc -kil al processssnamed proc* fiie
by - | sls red o bisckground joi s, (asime &
siopoed Ihe b Network
Tg-b ngs he mes! b 1 fevegound M ng host - ping post =nd outaut resL 1s
fgn-brgsiobn o the fo spound ot 5 dormi -5 s 0o o Tor domeamn

Rl Permigsions o g o n - g mal o for o

dig -x host -reyerse fuckuo hisst
wmet Fide -downlcad fifz
¢ file—confirue 3 stopoed duanlcad

chemd octal [11e  chengs the na 71issicn s of e
toocta! which can be found separately for user
group and worls by adding et
B d-readiv)
B 2-writeiw)
7 sysoiis (x)

“81all o soLras
7 conti gure
ke

I wamp | ag

chomd JI7 cead, wiile, szecnial
clomd 755 - v fon gans, ra o

For mare cpticas, sec man chmod

all
ap ans

mke
moke instal |

dpkg -1 pkg. deb -instzll = packagz (Dezias)
rpm - Wrh pkg.spm-inswall a zackage (2FM)
3 s

<3N user host - cen*acl 10 PsT 25 Lser
ssh -p port wser@ost - conneel to st on sorf (| Q1 1C-halts the cirrent cemmand
DaIF 0% UL Ctri 1 Z - 51005 the current sommand,
sah copy §.d user @hast —adc your kog o CIrTaD leg Sutof ur- et season salar 10 e
s enasle 3 kaye a5 o g p ©g Ut of cur-en T sass o lar to
user to enale a keyed o pasowerd ess|ogin Ctri - sresesonaviord in tre surrentlins

Searching CUrl+l) & hewhaosl s
gqrep patCern fides - seach [y paidess in (e Ctrl vR = fype 1o brimg up @ raceni commans
guep -1 pattern div - seach g ful ! repeats the last command
paiters in dir exit =log autof earrent session
conmead | grep pattera-s2zch for paitern in the
1p.tof commang .
locate fife-fina =l i~stznces of fiie *use with axtreme caution Q00
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Where shou

<
‘4\&:’:}3‘;@

= stackover

1d you look for help ... your best friends!

flow

ﬁ Home
3 Questions

@ Taas

A2 users

B Companies

LABS

[ Discussions

COLLECTIVES

Extract sample data from VCF files

Asked 10 years, 11 months ago  Modified 4 years, 3 months age  Viewed 15k times ¥ Part of R Language Collective

- | have a large Variant Call format (VCF) file (> 4GB) which has data for several samples.

| have browsed Google, Stackoverflow as well as tried the VariantAnnotation package in
R to somehow extract data only for a particular sample, but have not found any
information on how to do thatin R.

14

Did anybody try anything like that, or maybe knows of another package that would
enable this?

n r bioinformatics vcf-variant-call-format

Share Improve this question

ed Feb 6, 2014 at 9:03

Follow & Timur Shtatlanc rokosir
3 12.3k =2 037 ¢ 61 e 166 +1 91 07

If you use scan , you can specify on which line you would like to start reading the file ( skip )
and how many lines to read { nlines ). | have no experience with VCF files, but this could help
you. - Zbynek Feb 6, 2014 at 9:13 3

Linked
The tag vef does not pertain to the vef that you are talking about in the question.. = Ank Feb 13,
2014 at 20117

T Have you considered just using the unix utility cut? - tommy.carstensen Oct 27, 2014 at 2:50

“ How to read vef file in R

0 Automated process for formating In R

Lica a dadirated tanl- caminnle aithith infheftanlelheftanls html = 7v8754 & Anr & 20232 at
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Where should you look for help ... your best friends!

R @ B\ =z -
;’:;’; \;““ Community Planet New Post Login
Simi
'\tt:z: f, VCF record format error when trying to run Beagle 5.4 .
\\*Z*g.f'*’ BIOINFORMATICS EXPLA'NED .4 Hieveryone, vcf file has an empty
L sample id »
" i:;i\wpteed 4.9 years ago

0 | am trying to run the Beagle 5.4 software where it needs to read a VCF file. The

I i 5.9
error message | have is: by lakhujanivijay ¥ 5.9k

* written 4.9 years ago
by yh362 « 50

Exception in thread "main” java.lang.IllegalArgumentExcepti JRimonihe aga It seems like my VCF's
at vcf.VcfRecGTParser.ninthTabPos(VcfRecGTParser. java:§ MR LR :;aodmpnévog:w:’{;;:l;ﬁ?
at vcf.VcfHeader.isDiploid(VcfHeader.java:73) dn nalisure hawio
at vcf.RefIt.<init>(RefIt.java:130) figure out where it goes
at vef.RefIt.create(RefIt.java:97) :‘""”9 because, if | run
at vcf.RefTargSlidingWindow.refIt(RefTargSlidingWindow. ;
at vcf.RefTargSlidingWindow. <init>(RefTargSlidingWNindov ;Z?rwn::(ooeo;l\:negr;aj:?o
at vcf.RefTargSlidingWindow.instance(RefTargSlidingWinc PIR format 22 =
at main.Main.slidingWindow(Main. java:129) updated 3.8 years ago
at main.Main.main(Main.java:107) by Ram ¥ 44k - written

10.2 years ago by
rajkishore.ouatbi + 10

NS &l
What | get from the message is that the VCF record format in the 9th column (FORMAT) is not what the I have tasta format: Can

software expects. The Beagle software manual addresses: anyone say how to
convert the fasta format
gt={file] specifies a VCF file containing genotypes for the study samples. Each VCF record must to pir format. Also, |

have clustalw alignment
format, then how to
con.

contain a GT (genotype) format field.

Therefore | supposed that | prepared the data correctly, you see the the first two rows of the VCF file:
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Where should you look for help ... your best friends!

O Product Solutions Resources Open Source Enterprise Pricing Q Sign in | Sign up

H MyersGroup / relate  Pusiic L) Notifications Y Fork 12 Yr star 20

G It H u b <> Code I Pullrequests 3 ( Actions [ Projects (@ Security |~ Insights

¥ master ~ ¥ 18ranch © 0 Tags <> Code ~ About

Software for estimating genome-wide
o ;
245 Commits genealogies for thousands of samples

@ leospeidel added

bin Fixed small bug in memory a on of Relate 6 years ago

ation of Reiate 6 years ago

build Fixed

all bug in memary

E Custom properties

docs Updated to v1.2.2 6 months aga {r 29 stars

& b watching

example Updated t 6 months ago
% 12 forks
include added ¢ 3 months ago Repart repository
8 old_versions Updated to v1.2.2 6 months ago
Releases
#® scripts script changes 6 months aga
M _gitignare tags 11 months ago
m - o _ A Packages
) 20180411_15670_RELATE_Academic_Us... 7 years ago
No packages published
[ CMakeLists.txt 2 years ago
[ README.md Update README.md 4 years aga Languages




Where should you look for help ... your best friends!

O Product Solutions Resources Open Source Enterprise ¥ Pricing Q Signin | Sign up

@ & MyersGroup/ relate rublic £) Notifications % Fork 12 fr Star 29
I l u <> Code I Pullrequests 3 (® Actions [ Projects () Security |~ Insights

Q, is:pris:open O Labels 8 > Milestones 0 New pull request

11 30pen ~ 1Closed Author ~ Label ~ Projects ~ Milestones ~ Reviews ~ Assignee ~ Sort ~
P ) g

11 PreparelnputFiles bugfix, add "EstimatePopulationSize.sh --noplot"

#4 opened on Dec 11, 2024 by dcdehaas

I Update input_data.html - dropping non-biallelic SNPs in ConvertFromVcf

#3 opened oh Nov 13, 2024 by aregorgorianc

Il Added zsh completions into project root directory

#2 opened on Dec 28, 2021 by Ddfulton

Q ProTip! Add no:assignee to see everything that's no
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EVOLUTION AND GENOMICS WORKSHOPS LEARNING PEOPLE APPLY INFORMATION

Intensive and immersive training opportunities

Important Information

PRE-WORKSHOP INFORMATION AND MAP

* Preparation material: suggested reading and activities to get ready for the 2025 workshop!

* Map of important locations in Cesky Krumlov
COMPUTING

* AMI IP addresses

SCHEDULE

Week 1:19 - 25 January, 2025

DATE DAY TIME PRESENTER TOPIC LOCATION
19 Jan Sunday 3p-6p Workshop Team UNIX Primer (optional) Prelate
7p-10p Everyone Reception Dinner Hotel Zlaty Andel
20 Jan Monday 9a - 10:30a Workshop Team Workshop Introduction Town Theater
10:30a-12p Michael Matschiner Likelihood and Probability Town Theater
2p - 3:30p Workshop Team AMI Introduction Prelate
3:30p - 5p Workshop Team Probability Activity Prelate
7p-10p Everyone Participant introduction Prelate
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ssh wpsglec2-XX-XXX-XXX-XXX.compute-1.amazonaws.com

W& File Edit View Ins )

Format Data Tools Extensions Help

B V> q0r- SERIIRIReS D
Al . Last Name
A B c D E F G H I

1 First Name Instance name  Instance ID Instance state Instance type Status check Public DNS Launch time

2 Abush Zinaw WPSG 1.0 i-Ob8ebceedc8afadbb Running t3.xlarge 2/2 checks passed 2022/05/31 14:34 GMT+2
3 Agnieszka Lipinska WPSG 1.0 i-0f508e5ee1c6f5af0 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
4 Albertien van Heerden WPSG 1.0 i fab01f918ac7 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
5 Alexander Brandt WPSG 1.0 i-0cc305fd706a4438d Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
6 Alistair Hudson WPSG 1.0 -0d17f868f7ab44ed2 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
7 Amanda Lazdina WPSG 1.0 i-Obf 28382, 5 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
8 Anastasiia Mykhailenko WPSG 1.0 i-Ob8ebceedc8afadbb Running t3.xlarge 2/2 checks passed 2022/05/31 14:34 GMT+2
9 Annabelle de Vries WPSG 1.0 -0f508e5ee1c6f5af0 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
10 Bérbara Rocha Venancio Meye: WPSG 1.0 i-0695fab01f918ac7b Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
11 Cecilia Padilla Iglesias WPSG 1.0 i« fd706a44: Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
12 Charlotte Wright WPSG 1.0 -0d17f868f7ab44ed2 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
13 Colette Blyth WPSG 1.0 i-Obf 2838268d! Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
14 Conor Gilligan WPSG 1.0 ik fadl Running t3.xlarge 2/2 checks passed 2022/05/31 14:34 GMT+2
15 Daniela Souza WPSG 1.0 -0f508e5ee1c6f5af0 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
16 Darren O'Connell WPSG 1.0 -0695fab01f918ac7b Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
17 Emile Cavalet-Giorsa WPSG 1.0 i-0cc305fd706a4438d Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
18 Emmanuel Tergemina WPSG 1.0 -0d171868f7abd4ed2 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
19 Eva Paulus WPSG 1.0 i-0bfe0452838268d85 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
20 Francesco Giannelli WPSG 1.0 i-Ob8ebceedc8afadbb Running t3.xlarge 2/2 checks passed 2022/05/31 14:34 GMT+2
21 Grégoire Vernaz WPSG 1.0 -0f508e5ee1c6f5af0 Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
22 Hiranya Sudasinghe WPSG 1.0 -0695fab01f918ac7b Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
23 Isabel Blasco-Costa WPSG 1.0 i-0cc305fd706a4438d Running t3.large 2/2 checks passed 2022/06/04 17:18 GMT+2
24 Jack Harper WPSG 1.0 i-0d17f868f7abd4ed2 Running 13.large 2/2 checks passed 2022/06/04 17:18 GMT+2

= Participant instance IPs ~  Organiser instance IPs ~ Hints ~ B3 Explore |

Population and Speciation Genomics Workshop - Cesky Krumlov 2025




O] danielasouzacosta — ssh wpsg@ec2-34-204-3-226.compute

Last login: Sat Jan 18 14:38:02 on ttys004
danielasouzacosta@dyn-3-5-78 ~ % ssh wpsg@ec2-34-204-3-226.compute-1.amazonaws.com
wpsg@ec2-34-204-3-226.compute-1.amazonaws.com's password:
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Last login: Sat Jan 18 14:38:02 on ttys@04

danielasouzacosta@dyn-3-5-78 ~ % ssh wpsg@ec2-34-204-3-226.compute-1.amazonaws.com
wpsg@ec2-34-204-3-226.compute-1.amazonaws.com's password:

Connection closed by 34.204.3.226 port 22

danielasouzacosta@dyn-3-5-78 ~ % ssh wpsg@ec2-34-204-3-226.compute-1.amazonaws.com
wpsg@ec2-34-204-3-226.compute-1.amazonaws.com's password:

WPSG 2025
Cesky Krumlov
@evomics #evomics2025

Welcome to Ubuntu 24.04.1 LTS (6.8.0-1021-aws).

* Documentation: https://help.ubuntu.com
* Management: https://landscape.canonical.com
* Support: https://ubuntu.com/pro

System information as of Sat Jan 18 15:07:11 CET 2025

System load: .11 Temperature: -273.1 C

Usage of /: 40.9% of 484.63GB  Processes: 183

Memory usage: 17% Users logged in: 1

Swap usage: 0% IPv4 address for ens5: 172.31.92.108
Last login: Sat Jan 18 14:48:30 2025 from 131.152.231.234
wpsg@krumlov:[~]$




EVOLUTION AND GENOMICS WORKSHOPS LEARNING PEOPLE APPLY INFORMATION

Intensive and immersive training opportunities

Important Information

PRE-WORKSHOP INFORMATION AND MAP

e Preparation material: suggested reading and activities to get ready for the 2025 workshop!

* Map of important locations in Cesky Krumlov
COMPUTING

* AMI IP addresses

SCHEDULE

Week 1:19 - 25 January, 2025

DATE DAY TIME PRESENTER TOPIC LOCATION
19 jan Sunday 3p-6p Workshop Team UNIX Primer (optional) Prelate
7p-10p Everyone Reception Dinner Hotel Zlaty Andel
20 Jan Monday 9a-10:30a Workshop Team Workshop Introduction Town Theater
10:30a - 12p Michael Matschiner Likelihood and Probability Town Theater
2p - 3:30p Workshop Team AMI introduction Prelate
3:30p-5p Workshop Team Probability Activity Prelate
7p-10p Everyone Participant introduction Prelate
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EVOLUTION AND GENOMICS WORKSHOPS LEARNING PEOPLE APPLY INFORMATION

Intensive and immersive training opportunities

UNIX primer: tips, tricks, and more!

Jakub Vi¢ek, Daniela Souza-Costa, Angelica Cuevas, Angela P. Fuentes-Pardo, Julia M.\. Barth. 19th January 2025
* UNIX primer slides
Background and Objectives

Welcome everyone!
We have prepared this UNIX activity to get all of you to the same level, as you will use the Terminal a lot during this workshop. Depending on your level, this activity will
take more or less time.

Learning goals:

* Navigate in the UNIX environment
* Create, move and delete directories
* Create, move, delete and edit files

* Use basic UNIX commands and know where to find help

Why would we use the Terminal / shell in the first place?

Scripting: We can write down a sequence of commands to perform particular tasks or analyses;
when working with genomic data, a task usually takes minutes, sometimes hours or even days - it's no fun to sit and wait in front of your computer this long just for a
mouse-click to initiate the next task.

Powerful Tools: In UNIX, powerful tools are available that enable you to work through large amounts of files, data, and tasks quite quickly and in an automated (that is,
programmatic) way.

S Population and Speciation Genomics Workshop - Cesky Krumlov 2025
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