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Step 1.

Download and uncompress the Genomic Position example files :

PileLineGUI Guided Example #1

1. Download and uncompress GP files (pileup format) and Annotation files to your working
directory:
REFERENCE GENOME

= Human Genome 18 in FASTA (.fa) and indexed FASTA (.fai). The sequence names are without the 'chr' prefix.
hg18.zip & (929MB)

EXPERIMENT FILES

= GP files-Experiment 1. Each .zip file contains 2 files: a complete and a variants-only pileup.
Control1Files.zip (36MB)
Case1Files.zip (36MB)

Note: there is only data for the chromosome 10

= GP files-Experiment 2. Each .zip file contains 2 files: a complete and a variants-only pileup.
Control2Files.zip (38MB)
Case2Files.zip (38MB)

Note: there is only data for the chromosome 10

ANNOTATION FILES
= Gene Annotation .BED file.Ensembl Genes for the Human Genome 18.
Hg18_hgnc_ensembl_genes.bed.zip (365KB)

= SNPs from dbSNP version 36.3 for the Human Genome 18.
DbSNP_36.3.bed.bgz.zip (150MB)
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Step 2.

Load uncompressed Genomic Position files:

Casel.pileup
Casel.variants.pileup
Controll.pileup
Controll.variants.pileup

Click on Mw_
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Step

3.

LLoad uncompressed Reference Genome FASTA file.

Note: Require .fai index
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Step 4.

Summary of the the Browser interface .

Tools ares

(ng18fa£3)

elp
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| Final position: 163811651 [ seek

"@ Add track | L. Remove track | (4§, Options

N a\/zgaz‘ lon oo/ Aar

7,
Zoom

M.
Move

(& Zoomin | (& Zoomout]( 1.5x i [C), Resetzoom | [(‘ 30’6] [< 1096] [> 1ox] [)) 30’6]

12,762,331 izs,sz:a,sui iss,za:s,ssli

" ] i i ' ]
quuenge 1quth::63,8¥1,651:basep

' ' '
i51,04:9,321:

Track tools

Keference Genome track

Vewin
63,811,650
bases

Browsing area




Pile|Line

Step 9.

Adding new tracks 1

IMPORTANT:
GP files MUST be sorted. Use ‘Sort GP file’ button to sort your Casel.pileup file.

E l Sort GP file
</Sons GP files by coordinate. |

Input file  CaselFiles/Casel.pileup @ Genomic positionfile‘ —7’ é,e l‘f edS}/ /7e/‘e

Output il Files/Casetsond pilevp (&) "0 11e 50 gy oy 3 proaress
( ok ) ( cancel ) ( Help ) @Working

sk Reading input (223462 lines). Current chunk: 4

total [N W W

sﬁ

Caselsorted.pileup file.
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Step 0.

Adding new tracks 11

Track
Add track L‘ Remove track | L& Options |

Caselsorted.pileup file.
~

- Range
[Chrom ome: Initial position: [1 ]Final position:

1135374737

JEETY

Track

{@ Add track] @ Remove track] [‘Q Options]

2
Zoom

M
Move

Tools

Help

(€€ 30%) (< 10%) > 10%] (9 30%)

’([Q Zoomin | (& Zoomout | [ 1.5x [4] [ Resetzoom |

1 ' . . I27,07‘I,945 ' . | i54,149,895:

Sequenge length: :135,3‘74,73‘7 basgs

i81,22‘!,842

’7( |=] Save as PNG]

i108, 299,789

Keterence 3&/70»78_ rack

Caselsorted.[...]

Caselsorted pilecp track

Vewin?
135,374,736
bases

452,939
£3

7,977,385 ocurrences

Reminder:

Example files only includes values for chromosome 10.
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Step 7.

Configuring tracks

isl,zzh,au? i i i 108,299,789
K

Histogram intervals:

|| Histogram limit: [0 ]
i Display column: [ Depth ”
4 color: ( @ )
Background Color: ( @ )
Track height (px): [65 }
Min depth: ’0 ‘
Max depth (-1: no limit): [-1 }
Min cons qual: [0 }
Max cons qual (-1: no limit): [-1 N
Min snp qual: [0 ]
Max snp qual (-1: no limit): [-1 N

[ |

Track name (empty takes default value): MyCasel

v ok | | & Cancel |
S —




Two ways to make zoom:
a) Use zoom buttons or b) drag mouse to make zoom to your genomic region.

) YY) Y
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Step 8.

Z.oom

MyCasel

Zuum Move Tools Help
Qz ooooo ) (@ zoomout) [ 1.5x &) (4 Resetzoom || ({€30% | [ € 10%) [ 10% | (9P 30%) ([Q saveas PNG ||| [ @
Sequence length: 135,374,737 bases
27,074,948 54,149,895 81,224,842

|
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Vewing
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= 29,529

7,977,140 ocurrences
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For further info see PileLineGUI Documentation at:

http://sing.ei.uvigo.es/pileline/pilelineguihelp/



