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CTMM TralT project

Translational Research IT (TralT)
aims to develop a long-lasting IT infrastructure for translational medicine that will

facilitate the collection, storage, analysis, archiving, sharing and securing of the data
generated in the CTMM's operational translational research projects.

Four data generating
work packages

Data integration & analysis
across the four platforms

Shared hardware and
professional training &
support

=

-
-

WP 1
Clinical
Data

WP 2
Imaging
Data

WP 3
Bio
Banking

WP 4
Experi-
mental

Data

WP 5

Core Infrastructure

WP 6

Deployment

-
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Motivation: CGtag pipeline

Pipeline for downstream analysis of Complete Genomics data

Input dataset
output

Input Dataset

output

Input dataset

output

Input Dataset

output

Input dataset
output

Input Dataset

output

Input dataset

output

Input Dataset

output

JunctionDiff x
Junction file A

Junction file B
corrected_junctions (tabular)

report (tabular)

ListVariants x

Variant files 1 > Dataset

output (tabular) =

output (tabular)

Virtual Normal Correction SmallVars

List of Variants as produced by
Listvariants program or VCF-2-LV
conversion program

Testvariants x

Select variant list

Virtual Normal Correction SVs %

CG Junctions file

output_fitered (tabular) =

output_report (tabular)

Filter Columns

Select input fil

TECHNICAL NOTE Open Access

CGtag: complete genomics toolkit and
annotation in a cloud-based Galaxy

Saskia Hilternann12"1, Hailiang Mei3t, Mattias de Hollander*t, ivo Palli' T, Peter van der Spek' T
Guido Jenster?™ and Andrew Stubbs't

x ANNOVAR

Select

invalid (tabular)

output_all (tabular)
output_fitered (tabular)
output_expanded (tabular)

FUSE calc stats x
CG masterVar file

CG ListVariants output
Annovar annotated variant list

junctions file

output_stats (tabular)

output_varcounts (tabular) %

output_genecounts (tabular) &

annotated (tabular)

IFUSE

outputTSV (tabular)

OUtPUtTSV_FG (tabular) &

OncoFUSE
Select input file

outputfile (tabular)

outputfile_cg (tabular)

outputfile_removed (tabular)

outputfile_retained (tabular)

to annotate

custom_out (png, svg)

chromosomes_out (data)

x Generic Genomic Data Plotter %

Select Input File

- single chromosome output (png)
chrl-8 (png) *
chr9-16 (png) -
chri7-¥ (png) =
chromosome montage (png) -

> chromosomes zipfile (data) =
OncoSNPSeq

Select Tumour input file
Select Normal input file
Select tumour states table file

Select Human Genome Annotation table
file

tumourstates (tabular)
hgtable (tabular)

cnvs (tabular)

cnvall (tabular)

ac (tabular)

heatmap (pdf)

output_graphs (pdf)

Generic Genomic Data Plotter %

Select Input File

Optional: Select Second Input File

single chromosome output (Png)
chri-8 (png)

chrg-16 (png)

chr17-¥ (png)

chromosome montage (png) -

chromosomes zipfile (data) =

Workflow has a lot of outputs, wanted to combine them into a single view.
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Solution: iFUSE2

Created iFUSE2, an HTML output for the CGtag pipeline
- Display images, tables, summary statistics, etc.
- Tab per subject (SV, small variants, CNV, ..)
- Javascript and jQuery for interactivity (sortable, searchable tables, image zoom, etc..)

MM-TraIT Demo Galaxy

Summary Structural Variations Copy Number Variations ~Small Variants
e = oy of Cotag: Full Werkfow’
< {actve eems oay)
o 5568 .o
2 S S zemmr, - (I S
‘uacview deta 324, dats
-~ 322, and othen — o
’ tory <9
wPLETE Genowics Ci > MR @ /%
(o] o Whole Genome Plot (click to enlarge) overven dat 324, data Copy of ‘Ctag: Full Worktiow
G Normel Pt Cresiea. 2 Chromosome Overview Plot (click to enlarge) 323,and others (actove items onty)
[+ 4 oy - — = 2308 .
/ / A\ .
Craonpt \ \ \ [ ——
- 00 Tumce Pt Crese s ) | ( ) — 4 B0 EUSR2mnults @ /X
ConpleeGenanks s Tamor ) \ \ / camnan
~ /i / / e — 32 and omers
- St % . 7\ N/ N/ Ml ek
Iy O Saman: vt Crome o s ccor mortage: mganONa — WU w4 X
[ ST R " 3 = e 01 e 178 1 v ‘ovmrviem data 124 data
recnon = \ [y —iy
@ o £/ g3 e 0 it 87 et e ]
3 2w & [orev—— T Junction | Junction Ge WEuIeen  ® 2%
> et P e o Crconpt H B 1 tPosition | Rightstart | Righttnd | Right iy
oo th Compete Gervmacs andice oy ¥l : . = mec .o ey
- SNPwtaydan = : > - il sivaseo | sixraseo | s | N0
Gener: Genum Dt P RE: % T ¢ 7 e o
| G eanert o genome = G \ P om7e7s | s0er70ms | s0me7s | o ot
“ ‘vennew data 324, dats Nl command.
A N\ Randomen arousas | amosazs | amossss | s bedisgotudt
- AL NORMAL ANA = WSR2 @ 2 X B & 5 Bt I
=1 veTUAL s _ - 113034309 | 113034422 | 113094300 | e 00 e
Virtual Nermal Preprocessing 7 \ \ . - L1706 8nt
E Pr—— w0 | oooes | esoaeen | wor cxco. chvoms wtganOua
E \ ®rx 178 ot
Iy ENERAL TOOL 3 X 3 ) overview data 324, data — T T e ot meupas O tmsbase e
o Eiterana son w7 : % > = — = L =
N 266 IFUSED results -/ x 11092648 11002648 11092978 | NM 18 L »
~ View individual chromosome plots: chrl chr2 chr3 chrd chr5 chré chr? chr8 chrd chrl0 chril chrl2 chrl3 chrid chr ‘overview data 324, data W rile
w 323,304 others 11002648 | 11092088 N1
FEATURE SR
= 8 s esns x
£0s i 11092648 | 11092048 NM 18 eevion data 324 data
INTERGENIC 323.and others 23 and ethery
INTRON nomees | 110968 | 1 a1
UTR 24 FUSED results -/ x ®/x
‘guarviee data 324, duts < Prov Next » ‘Genscounts on data
DONGR] Whaedabes 209, data 240, and data 47 - TSV the:
TSS-UPSTREAM >
26X FUSED resuty
AcCEPTOR e MUK lcuats  ® /X
aasounts.on daia 208,
SYNONYMOUS . and omers
data 240, and data 47 TSV the
MISSENSE
MU ® )%
NONSENSE ey W e ® /%
Ty Hetttom on data
s L 208 data 240 and dora 7. TSV
Show [1003] entries Search: 26 YCoP yartie ®sx
Junction , | Gene Gene Junction on Junction | Junction | junction Gene Junction | | tion Junction | junction [ 200 vCaP LY -/x
cGan Left.name2 Right.name2 LeftChr Leftstrand LeftPosition LeftStart Leftend Left.name IChr | RightStrand RightPosition | RightStart RightEnd Righ
o
wan s st = E e, . mxraseo | sizvasso | mrvraan | xo .
an Toses PorT 20 20729706 | 30m9766 | 3070208 [ Moz | camao on17073 | 30m17080 | 0m17073 | N0 e -

Idea: General tool to easily build such a report page for any workflow
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iReport: Create HTML reports for any workflow

Galaxy Tool to create iIFUSE2-like HTML reports
iRepaort (version 1)
Basic structure Neme of Report:
- Cover Page (titleand cover image)

Link to cover image:

Optional. A default image wil be used if not specified

- Report Page consisting of any number of tabs, ...
each containing one or more contentitems. Tab 1

Enter tab name:
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- Content items can be: Content.tems
Content-ltem 1
B TeXt Select ltem Type:
- Images | Please choose item type ¥ |
T bI Remove Content-ltem 1
- 1apbles
- P D F fi I es Add new Content-ltem
. Remove Tab 1
- Links
Add new Tab

2afrs
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iReport: Demo

An iReport explaining iReports (live version of my slides) can be viewed at:
http://galaxy.ctmm-trait.nl/u/saskia-hiltemann/h/gcc2014-ireport-about-ireport
tinyurl: tinyurl.com/llrzz9w

Import history, go to Analyze Data, and view (eye) dataset 94: HTML report: iReport Tutorial

You should now see the cover page:

=_ Galaxy / CTMM-TralT Demo Galaxy

Tools F History on
search tools [x) - - - GCC2014: iReport about iReport

e iReport: iReport Tutorial G

CGTAG Tags:

SGatecls Click here to view report

Annotation Annatation:
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iReport create an HTML report
16: HTML report: iRepo @ & x
rt Tutorial

Visualisation A e am R,
File Manipulation

17: HTML report: iRepo @ & x
eport rt Tutorial

Admin Virtual Normal Preprocessing

Admin Virtual Normal Correction
15: HTML report: iRepo @ & X

GENERAL TOOLS 1t Tutorial
Eilter and Sort 14: HTML report: iRepo @ | &

Adin Yest Toots BALTIMORE, MD | JUNE 30 - JULY 2,2014 t Tutora

Admin iPER test

13: HTML report: iRepo @ & x

VCF tools rt Tutorial
Workflows 12: HTML report: iRepo @ & x
+ Allworkfiows e

11: HTML report: iRepo @ & X

2afurd
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iReport: Cover Page

Title of report is specified by user

URL to a coverimage may be specified by user, otherwise default image is used

E
e
O
—
Q ~ Galaxy / CTMM-TralT Demo Galaxy Analyze Data ~ v I
: 00000 E3 History co
o ,
search tooss ) 3 o CGtag with iReport exampie for
= o iReport: iFUSE2 s
= cGTAG Click here to view report o
w
o P
=
104 HTML report: EUS @ & X
c Erasmus MC E
= University Medical Center Rotterdam 102: HTML report: IFUS @ & x
w ENERAL TOOL =3
3 Eilter and Sort 80 FUSEcale stats Ge - @ o x
E Admin Test Tools necounts on data 4, da
Admin PER test 1865, and others - TSV fle

3 VCE 100ls 2% FUsEcalcstatsVar ® & X
o Wortiows & ohens: TSVt
w + Alworkfiows

Bioinformati A

lomnrormatics :
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iReport : Text

Text File from history can be specified, will be printed verbatim
Text Field Text can be added directly into a text field in the tool wrapper

Content-ltems
Content-ltem 1

Select ltem Type:
| Text Field A

Text to display.:
<h3= iReport: HTML reporting in Galaxy </h3= iReport is a Galaxy tool for the easy creation of HTML reports from workflow
outputs. An iReport consists of a cover page, and a tab-based report page.

=strong>Cover Page</strong=

Users specify a title for their iReport, and optionally a link to a cover image. If no cover image is specified, a default image is
used. Anexample (the cover page for this report) is shown below. Clicking on the image or on the link above it, will take the
user to the main report page.

can explicitly add whitespace adding \n in your text for a newline
Insert break after item?:
-
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Input is sanitized, only a few html formatting tags are allowed (h1-h6, strong, em)
\t and \n to explicitly enter whitespace

2afrs
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iReport: Images

Specify image file from history (supported formats: jpeg, png, svg)

Specify image width (0 for original size)
- ifimageis scaled down, a jQuery zoom-on-mouseover effect is added

After every content item, user can explicitly add a break (<br/>) to force elements to
be placed beneath one another, otherwise let browser decide layout.

Content-ltem 5

Select ltem Type:
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| Image v

Image File:

| 53: Campus_Map.jpg Tl

Supported formats: prg, jpg, svg. If image is scaled by choice of width, zoom-on-mousover effect is added.

Width (in pixels):
1000
enter 0 to keep original size

Insert break after item?:
"

Remowve Content-ltem 5

2afrs
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iReport: Images

I Introduction I Text i Images h Links PDF files I Tables Parting words _

Images can also be added to the tabs. Currently supported formats are: png, jpg, svg.

Users specify a width for their image, and the image is scaled accordingly. To keep the original size, enter a width of z
A break can be explicitly inserted after every item, to force images to appear below one another. If this option is not chi
below each other.

' Introduction | Text i Images i Links PDF files | Tables I Parting words _

Images can also be added to the tabs. Currently supported formats are: png, jpg, svg.

Users specify a width for their image, and the image is scaled accordingly. To keep the original size, enter a width of
A break can be explicitly inserted after every item, to force images to appear below one another. If this option is not cl
below each other.
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é’ji)mewood Field

Ceremony

Next up.. Links!

0N~

Next up.. Links!
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iReport: Tables

Table input must be tab-delimited file. File is assumed to have a 1-line header (all lines
starting with hash symbol (#) are ignored)

jQuery library datatables (https://datatables.net) used to create html tables which
are searchable, sortable, and paginated (if desired).

| Intoduction | Text | Images | Links | PDFfles | Tables | Paringwords |

Tables can displayed as well. The input file must be a tab-delimited file.
Lines starting with # character are ignored. The first non-empty line not starting with # is assumed to be the header (exception is the VCF file header lins starting with #CHROM , which is correctly
detected depite beginning with hash symbol)

Fancy tables
The fancy table option creates a table which is paginated, searchable and sortable.
The jQuery library datatables is used for this.

An example of such a fancy table can be found below.
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Show | 10 v | entries Search:
Cars mpg oyl disp hp drat wi qsec VS am gear carb
AMC Javelin 15.2 8 | 304.0 150 | 315 3.435 17.30 0 0 3 2
Cadillac Fleetwood 10.4 8 | 472.0 205 | 2.93 5.250 17.98 0 0 3 4
Camaro Z28 13.3 8 | 350.0 245 | 273 3.840 15.41 0 0 3 4
Chrysler Imperial 14.7 8 | 440.0 230 | 3.23 5.345 17.42 0 0 3 4
Dodge Challenger 15.5 8 | 318.0 150 | 2.76 3.520 16.87 0 0 3 2
Ferrari Dino 19.7 6 | 145.0 175 | 3.62 2.770 15.50 0 1 5 [
Fiat 128 32.4 4| 787 66 | 4.08 2.200 19.47 1 1 4 1
Duster 360 14.3 8 | 360.0 245 | 221 3.570 15.84 0 0 3 4
Datsun 710 22.8 4 | 1080 93 | 385 2.320 18.61 1 1 4 1
Fiat X1-9 27.3 4 | 79.0 66 | 4.08 1.935 18.90 1 1 4 1
Showing 1 to 10 of 31 entries Previous Next

2afns

« ERASMUS UNIVERSITEIT ROTTERDAM

tinyurl.com/llrzz9w



https://datatables.net/
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iReport: Tables with links

Column from table can be used to create hyperlinks, by providing column number, url
prefix and suffix. For example, if a column contains gene names, adding prefix
www.genecards.org/cqi-bin/carddisp.pl?gene= generatesa link to the corresponding

gene cards entry.

Content-ltem &

Select ltem Type:
| Table v

Table File:

i 78: genest.tsv v |
must be a tab-delimited file with a 1-line header

Fancy table?:
v

If selected, will create, sortable, searchable, paginated table. Otherwise not (for smallj
create url links from one of the columns in your table?:

[ves ¥

For example: from column with gene names, link to genecards page

Column to turn in to weblinks:

cl v

Weblinks from column entries

Column values can also be used to generate weblinks. For instance, in the following table, the column containing gene names has been turned
into a series of links to corresponding genecards entries. This can be achieved by specifying the column number, along with an url prefix and url
suffix, which will be added before and after the value in the column to form the weblink.

Show |10 v | entries Search:
gene-name chromosome start stop
AILBG 19 58858172 58864865
AICE 10 52566322 52645435
AZGCIB 2 130831108 130886795
A2LD1 13 101183801 101241782
AZM 12 9220308 9268825
AZMLI 12 8975174 9029379
A4GALT 22 43088127 43117304
A4GNT 3 137842560 137851229
AAAS 12 53701241 53715412
AACS 12 125549925 125627871

Showing 1 to 10 of 20,089 entries Previous Next

URL prefix:
hittp:/ s, .org/cgi-bi isp.pl?gene=

this will be placed before value in column to form the weblink. e.g. for genecards use: httpi/fwww.genecards.org/cgi-bin/carddisp.pl?gene=

URL suffix:

this will be placed before value in column to form the weblink. e.g. For genecards, the
Archive with files to link to:

| Selection is Optional T

Opticnal. Only if you want to link column entries to local files instead of websites

Insert break after item?:
v

Remove Content-ltem &

tinyurl.com/llrzz9w

Weblinks from column entries
Column values can also be used to generate weblinks. For instance, in the following table, the column containing gene names has been turned
into a series of links to corresponding genecards entries. This can be achieved by specifying the column number, along with an url prefix and url
suffix, which will be added before and after the value in the column to form the weblink.

%1 oA a division of
ards® ITUTE OF SCIENCE F

The Human Gene Compen Free for academic non-p

Set Analyses:  (GARBALAGHD o

Search . | Advanced Search

AlBG Gene

protein-coding GIFtS: 51
GCID: GC19M058858

Alpha-1-B Glycoprotein



http://www.genecards.org/cgi-bin/carddisp.pl?gene
http://www.genecards.org/cgi-bin/carddisp.pl?gene
http://www.genecards.org/cgi-bin/carddisp.pl?gene

iReport: PDF files

Tools -t- History

——— ol Introduction | Text | Images | Links | PDF files | Tables | Parting words L copyorcccoms meportat

iReport' (active items only)

Get Data

COTAG PDF files from history can also be added. Simply specify the file, and depending on your browser setup, the file will be either displayed within thi
tab, or a link to the file will be generated, allowing the file to be opened in your default pdf viewer or downloaded to your computer.

17.3MB Qls
Tags:
CGAtools

Annotation For example, the pdf file of the CGtag paper published in GigaScience, can be viewed/downloaded below. Armotation:

Visualisation
File Manipulation
iReport 4t i — 4 Automatic Zoom =
Admin Virtual Normal Preprocessing
Admin Virtual Normal Correction

95: HTML report: iReport &
Tutorial

94: HTML report: iReport 5
GENERAL TOOLS Tutorial
Hilternann et al GigaScience 2014, 3:1

n i
Ecrm o hitpy//www.gigasciencejournal.com/content/3/1/1 (GI 8T: pictures.dat 4
Admin Test Tools EN E

B 80: mtcars.tsv

E
0
v
-
Q
-~
-
)
o
; Admin iPER test a
& VCF tools T8: genest.tsv a4
o T — TECHNICAL NOTE Open Access . ,
2 + Allworkflows - : E
s . H 1 . i
5 CGtag: complete genomics toolkit and wzin: .
w 1 H 55: campus. j| E
5 annotation in a cloud-based Galaxy
E - - . R R 53: Campus Map.ipg rl
3 Saskia Hilternann'< 7, Hailiang Mei®", Mattias de Hollander™", Ivo Palli' 7, Peter van der Spek'",
B tarlt A it L s 51: Johns-Hopkins-Univer &
u: Guido Jenster*" and Andrew Stubbs e
40: textfileinput.txt a
Abstract
Background: Complete Genomics provides a of command-line tools for the analysis of their 3L textfilginput.oet 9
CG-formatted mapped sequencing file: the functional impact of detected variants, 26: textficld screenshotp |
ng
limiting their use to the
number of annotation, 1 i Ld a 19: coverpage screenshot &
. png

I 8: workflow CG with 5
applications for the selection of candi , Ve iReport.png
open-source Complete Genomics tool \ ry. In addition we implemented some of the most

meriilar rreeeand lina 2eeedatine 2md = llwss rmrnarch crinnticts t0 ralact ~andidata nathalasical
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Content-Item 4

iReport: Links —

| web link v

web location to link to :

hitps:Mhwiki.galaxyproject. org/Events/GCC2014/Program
url to link to

limk text:
Link to WEb address |t::lri-:i5|:-la\,' as a link
- specify url and link text Insert bl after tem?:

Supported formats: zip, gz, tar, bz2

Remove Content-ltem 4

Link to file in history
- specify history item and link text
- specify if link is another iReport (use as kind of lab notebook)

Link to files in archive in history
- specify archive history item (e.g. zip file of per-chromosome plots)
- link will be created to each file in archive
- supported archives formats: zip, bz2, tar, gz, tar.gz
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Link to files in archive
Often my tools output an archive of files (for instance an archive with 26 images, one per chromosome). iReports can take this as input and
generte a series of links to each of the contained files. Currently supported archives: zip, tar, gz, tar.gz, bz2

Below is an example with an archive containing images of all the speakers of the conference: AlbanLermine Andrewlonie AngelPizarro
AnushkaBrownley BradChapman Hackathon JamesReaney JohnChiltonSmaller Mikaelloaec Olivierlnizan PatrickCombes PeterCock
PeterLi PratikJagtap RaviMadduri Salzberg SarahDiehl SaskiaHiltemann SebastianSchaaf VivienDeshaies YoungkiKim anton dan greq
james marten mike nuwan

2afrs
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iReport example: iFUSE2

l Genome Overview I Structural Variants I B-allele Frequency I Coverage I Virtual Normal _

N ‘:"’\
/4 N\ /7
// '\] \ y// f R
| [ ) 1)
(\H e i\ !
-\\ // \ } ) /
N N— 7;_/
e =
= \\}‘ / 7 \\\
{ \ \
I J | f\ |
\ \ /
.\\ \ //
~ N /

9 \/ =2 Y N =
Chromosome plots:chr01 chr02 chr03 chr04 chr05 chr06 chr07 chr08 chr09 chrl0 chrll chri2 chri3 chri4 chrl5 chrl6 chrl?7 chrl8

chrl9 chr20 chr21 chr22 chrX chrY
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Metric Poden Exonic AT snps ins del sub Gene Voo | sws | ins [ der | sub
Structural i e Whole Genome 279,465 | 131,248 | 75,703 | 48,978 | 23,536 PTPRD 287 | 139 | 73 | 63 12
it . exonic;splicing 1 1 0 0 0 CSMD1 236 146 40 32 18
Scoall yariants 279,450 2,250 intergenic 159,127 | 78,580 | 39,360 | 26,835 | 143352 EYS 221 118 54 26 23
S R L downstream 1,741 691 568 347 135 CNTNAP2 207 103 | 50| a1 13
INS 75,703 277 intronic 102,604 | 43510 | 32,048 | 19310 | 7.736 DLG2 199 98 | 48 | 33 20
e 283978 D UTRS;UTR3 1 1 0 [} 0 LRPIB 181 88 | 42 | 28 23
SUB 23,536 161 ncRNA_splicing 1 1 0 0 0 RBFOX1 178 74 | 53 | a9 12
TiTv ratio 1.8048 1.76246 ncRNA_intronic 8,294 3982 | 2,119 | 1,398 795 NRG1 178 | 104 | 41| 25 8
HetHom ratio 1.21596 1.26153 UTR3 2,060 887 654 393 126 MACROD2 175 67 | o4 | 37 7

upstream 2,342 1,267 188 412 175 CTNNA3 170 90 | 46 | 24 10
ncRNA_exonic 469 299 91 51 28 MAGI2 154 69 | 44 | 29 12
UTRS 874 592 135 99 18
ncRNA_UTR3 33 9 15 8 1
upstream;downstream 90 47 22 17 4
ncRNA_UTRS 10 5 1 3 1
splicing 38 13 16 7 2
exonic 1,780 1,363 186 ag 133

( ) v -
tinyurl.com/llrzz9w v \/4 ERASMUS UNIVERSITEIT ROTTERDAM




iReport example: iFUSE2

| Genome Overview | Structural Variants | B-allele Frequency | Coverage | Virtual Normal e

chrl9 chr20 chr21 chr22 chrX chrY
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Metric ovhole Exonic N snps ins del sub Gene var o | s | ins | g | b
Structural a1 999 Whole Genome 279,465 | 131,248 | 75,703 | 48978 | 23,536 PTPRD 287 | 139 | 73 | 63 12
Variants . exonicsplicing 1 1 0 0 0 CSMDI 236 146 | 40 | 32 18
Small variants 279,466 2,250 intergenic 159,127 | 78580 | 39,360 | 26,835 | 14,352 EYS 221 118 54 26 23
L LAl ot downstream 1,741 691 568 347 135 CNTNAP2 207 w03 | so | a 13
INS 75,703 277 intronic 102,604 | 43510 | 32048 | 19310 | 7.736 DLG2 199 o8 | a8 | a3 20
DEL 4,578 149 UTR5;UTR3 1 1 0 0 0 LRPIB 181 Bg | 42 | 28 33
SuB 23,536 161 ncRNA_splicing 1 1 0 0 [} REFOX1 178 74 | 53| as 12
TUTv ratio 1.8048 1.76246 ncRNA_intranic 8,294 3982 | 2019 | 1,398 795 NRG1 178 ws | a1 | 23 8
Het/Hom ratio 1.21596 1.26153 UTR3 2,060 887 654 393 126 MACROD2 175 67 | 64 | a7 7

upstream 2,342 1,267 488 112 175 CTNNA3 170 90 | 46 | 24 10
ncRNA_exonic 469 299 91 51 28 MAGIZ 154 69 | as | 29 12
UTRS 874 5oz 135 39 48
ncRNA_UTR3 33 9 15 8 1
upstream;downstream 20 47 22 17 4
ncRNA_UTRS 10 5 1 3 1
splicing 38 13 16 7 2
exonic 1,780 1,363 186 38 133
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iReport example: iFUSE2

| Genome Overview | - Structural Variants |- B-allele Frequency | - Coverage [ - Virtal Nommal - |

Fusion Gene Candidates:

Show [10 v | entries Search:
Junction Related Associated | Shared Gene Event Fusion . "s“"‘:ﬂ PR;“’: P L;;ﬂ PR;BIJ: Gene Gene Gene Gene Gene Gene Gene
CG.ID Junctions Junctions Genes Mismatch Single Ev Gene h‘“ CD;' h‘: CD;‘ h‘:a‘"’: ;Bu: Left.name2 Right.name2 Left.name Left.chrom Left.strand Left.txStart Lefr.txEnd
244 1119 NA 8160 yes interchromosomal | 2 | yes yes no yes UNK LSM12 NM_001080419 | chrl? + 71292514 7133348
761 ril734 NA 551220 | ves inversion same yes yes na no UNCSD ANKIL NM_080872 chr + 35212516 3577172
orientation
837 11915 NA 264 yes inversion enatan | ¥es no no no CDKALL DCDC2 NM_017774 chifi + 20642666 2134061
; - I same - T R
o 899 rjl304 NA 1437 yes inversion e tation | e yes na yes AP351 LMAN2 NM_001284 chrs + 115205517 11527767
Q 1517 1j38 NA =539 yes interchromosomal | M€ yes yes na no GRID2 TEC NM_001510 chrd + 93444572 9491267,
- arientation
- same - -
o 1565 ri39 NA 5840 yes inversion me yes na na yes RGNEF ZFP62 NM_001080479 | chrs + 72957738 7327
orientation
a <ame
1567 T4l NA 22422 | yes inversion me yes yes no no cwez7 SLIT3 NM_005869 chrs + 64100510 6435034
> orientation
o 1570 rjdd NA 2422 | yes inversion same yes yes yes na MAPIE EBFL NM_005909 chrs + 71438873 7154115
" ‘orientation
At same
a5 ; inversi - 5 5 5 5034
@ 1585 T4l NA 52422 | yes inversion o etation | Yo yes na no cwicz FBXL17 NM_005869 chrs + 64100510 6435034
> same ,
-E 1609 ri67 NA 871 yes inversion e eatian | &5 yes na no CHRNG HIURP NM_005199 chrz + 233112680 | 23311928
— Showing 1 to 10 of 48 entries Previous Next -
3
w A .
3 All breakpoints:
w .
(] Show \ 10 v |entries Search:
[
w Junction Related Associated | Shared Gene Fusion Let Right Left Right Gene Gene Gene Gene Gene Gene Gene
Single Event Position | Position | Position | Pasition
CG.ID Junctions Junctions Genes Mismatch Gene ' CDS DS inExon | inExon | Leftmame2 | Rightname2 Left.name Left.chrom | Leftstrand | LeftixStart | LeftixEnd
70 1jl674 NA 551870 | NA inversion NA NA NA NA NA NA NA NA NA NA NA NA
103 ril2 NA 513 NA inversion NA NA NA NA NA NA NA NA NA NA NA NA
104 113 NA sg14 NA inversion NA NA NA NA NA NA NA NA NA NA NA NA
105 rjl4 NA 5515 NA inversion NA NA yes NA no NA OPHN1 NA NA NA NA NA
109 115 NA 816 no inversion opposing | yes yes no no ILIRAPL1 ILIRAPLL NM_014271 chrX. + 28515601 2988393
195 rja2 NA 597 NA interchromasomal | NA NA NA NA NA NA NA NA NA NA NA NA
240 1jl45 NA 5110 no inversion oppasing | yes no no no TMPRSS2 TMPRSS2 NM_005656 chr21 = 41758347 4180195
241 ril51 NA 5156 NA inversion NA NA NA NA NA NA NA NA NA NA NA NA
242 1154 NA 5159 no inversion opposing | yes yes no no APP APP NM_201413 chr21 = 26174731 2646500
244 ril19 NA 160 yes interchromasomal | SR | ves yes na yes UNK LSM12 NM_001080419 | chrl? + 71292514 7133348
Showing 1 to 10 of 2,433 entries Previous Next -
»
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iReport example: iFUSE2

I Genome Overview | Structural Variants | B-allele Frequency i Coverage h Virtual Normal _

OncoSNPSeq
OncoSNP-SEQ is an analytical tool for characterising copy number alterations and loss-of-heterozygosity (LOH) events in cancer samples from (Complete Genomics) whole genome sequencing data. It was ori
Yau at Department of Mathematics, Imperial College London.

OncoSNP-SEQ contains the following novel features:

« Lodi classified into one of a number of copy number aberration states, each state describes a particular form of copy number alteration and LOH event.
« Ability to model both normal DNA contamination and intra-tumour heterogeneity jointly.
« Estimates baseline haploid read level for polyploid samples.

« Inference using Bayesian methods allowing uncertainty in estimates to be characterised.
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Parting Words

iReport is very flexible, but can become somewhat cumbersome for large reports,
therefore ideally used as last step in workflow (create iReport once, use often)

Additional Features
- add support for large tables (client-side database solution?)
- add additional content items (suggestions welcome)

To Galaxy Team
- insert items anywhere in repeat parameter?
- remember scroll position on select and repeat parameters?
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