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About the Database

The objective of the Database of Genomic Variants is to provide a comprehensive
summary of structural variation in the human genome. We define structural
variation as genomic alterations that involve segments of DNA that are larger than
50bp. The content of the database only represents structural variation identified in
healthy control samples.

The Database of Genomic Variants provides a useful catalog of control data for
studies aiming to correlate genomic variation with phenotypic data. The database
is continuously updated with new data from peer reviewed research studies.

The specific aims of DGV include:

To provide information about genomic variants identified in control samples
To serve as a resource to both clinical and research labs

To show variation in genomic context in a simple genome browser

To transparently provide access to underlying source data (downloadable)
To be publicly available at no cost



The “New” DGV

http://dgv.tcag.ca/

e The Database of Genomic Variants (DGV) has been working in partnership with the
new database archives at EBI (DGVa; http://www.ebi.ac.uk/dgva/) and NCBI
(dbVar; http://www.ncbi.nlm.nih.gov/dbvar) to collect, organize and curate
genome-wide information on copy number variation. The goal was to provide a
fully integrated, standardized and accessioned set of variants.
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Database Content

The database currently contains information from 53 different peer reviewed studies.
Corresponding to ~ 265,000 CNV regions and over 1,100 inversions.

The majority of data sets in DGV are from four different types of studies:

= Array based comparative genomic hybridization (CGH) and comparative intensity analysis
(SNP/CNV arrays)

= |dentification of deletions based on statistical analysis of SNP data
= Clone end sequence mapping
= Sequence trace mapping

What DGV is not...

= Anuncurated repository of primary data
= Asubstitute for a well-designed control experiment
— The database is still limited in content
— About 6,500 individuals represented; not ethnically matched

= Due to biases in studies to date, the content is almost certainly not an accurate
representation of structural variation on a population scale.



DGV Home Page

http://dgv.tcag.ca/dgv/app/home
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Enter the Genome Browser

Points of Entry into the Database
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Genome Browser

DGV uses the Generic Genome Browser (http://gmod.org/wiki/GBrowseGMOQOD) to
provide a visual display of structural variation data.

In addition to the structural variation data, we have provided numerous additional
tracks of relevant annotations.

The following slides will help to provide an introduction to the various features and
content in our genome browser.


http://gmod.org/wiki/GBrowseGMOD�

Genome Browser

Many features of the genome browser are the same, with some functional differences
and some new tools/options.
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At the top of the browser window, there are options modifying the display in the current browser

1. To turn on/off various tracks and to modify the display, chose the “Select Tracks” tab.

2. To upload your own custom annotations, or to modify the display, chose the appropriate tabs.

3. Tofilter the data displayed in the browser, to only show a subset of the variants, use the
“Filter Variants” option, select the data type you want to filter by, and add a keyword to the box.
To filter by greater than one data type, use the “+” key to add another row.




Genome Browser Options

1. Click and drag on the chromosome to select a particular region
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2. Click and drag on the genomic position bar to zoom in or centre on a region of interest.
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Genome Browser Options

To highlight a region of interest in the browser, select the Preferences tab, and add the

target region into this box

=
Genomic Variants in Human Genome (Build 36: Mar. 2006, hg18): 1000 kbp from chr7:116,501,604..117,501,603
Browser Select Tracks Custom Tracks | Preferences

Image Width lighlight feature(s) (feature1 feature2...)
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Update Appearance

The region will appear as a shaded grey box as seen below.

+ B E B & - H DGV Structural Variants (Blue:Gain;Red:Loss;Brown:Complex;Purple:inversion;Black:Unknown)
hEw7Fd0T (Kidd200s)

esvB6324 (Durbin20lo)  esv2ZE2BR08 (MokernanzZoo2s esv2T04582 (Mokernan2oos s eswBLl025 (Durbin20l0)  nsvSSl7 (Kidd2008) eswB6921 (Durbin2olol? E50E2456  (DurkinZolod esW2399298 (Ben
' nawd31105 (l.dl:lng2007.) ! .ESV1800575 (Pinto2011)  eswBE0ES (Dur‘bin2()|10) esw200279 (OurbinZ0lo) .ESU1717444 CLewyZo07 ) ! esw2519651
EsVETL633 (DurbinZolod nEwS1leTel (Shaikhzo09) m(DurbinZOlO) - nsv46469l5 CItzarazo0d) esvlOon0dss I(PangZOlO) '
1 Ir|SU824281 (Par‘kZ(}EO) IES\)SSZEE C0urpinZol1on = IES\)SEQQS C0urbinZol1o MQ (HCKEr‘nanIZOOQ) n=wS919 (KiddZ005)

esw3STIT (DurbinZolgd Esv200374 (DurbinZolod EsY2TO3IET (Durbinzolod
v f '

n=swB916 (kiddZ008)
egwZZ32715 (BentleyZOO0g)h
;SV8605 CARNZO09 3
LSV4717 CWang2 005
LSV201309 C0urhinzolo)
IESVS?SSO C0urbinZolo:
st2623394 CHockernanzZongs
II'|S\)366395 CMillsZ006)
1 fsv1297873 CLevy2ZonT s

+ B E & - H Disease Genes (OMIM)

esvZ7A057 (OurbinZolod

1

exwEdld7 (OurbinZolod newdols (Kidd2003)

' —

Fsv199894 COurkinzolor

esw272004 (OurbinzZolor

esvz0021G (DurkinZolod

'
naw366401 (Mil1s2006)
|

CFTRIcustic fibkrosis transmembrane conductance regulator (ATP-hinding cassette sub-familu C. member 7))

+ B B 5 E - B DGV Version 1 Structural Variants (Blue:Gain;Red:Loss;Brown:C ple:inversion;] }

+ B E & - H RefSeq Genes

ST7 | MM_nz1908 WNTZ | MM _003391 ASEL |NM_130765 CFTR|HM_too492
ST7IMM_olgd1zs WHTZ | MR _DZd0d47 ASEL |NR_DZ3315
S | A Luln i ]

STT-ASZ |NR_00Z331
T

ST7-0T3 |NR_O0Z332
| b G

+ B E G- B UCSC segmental duplications
+ B &= F 2 - B DECIPHER Genomic Disorders

CTTHEPZ | NM_033427




Genome Browser Options

-
Genomic Variants in Human Genome (Build 36: Mar. 2006, hg18): 1000 kbp from chr7:116,501,604..117,501,603
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Update Appearance

In addition to adding a shaded area to the genome browser, the Preferences tab will allow
you to modify the display on your computer by selecting the desired Image Width. You can
Also turn the grid pattern on or off, and you may also highlight specific entries in the genome
browser that you may be interested in. For example, if you input the term CFTR in the

Highlight feature(s) box
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Genome Browser Options

Browser | Select Tracks | Custom Tracks Preferences
<< Back to Browser Show Favorites Only w
Tracks

B Breakpoints [ | Al on [ All off

| Breakpoint annotations from Lam et al
(Blue:Gain;Red:Loss;Indigo:inversion;Brown:Complex) [?]
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JISCA Curated clinically relevant regions [?]

| ISCA Clinical cytogenetic testing
(Blue:Gain;Red:Loss;Brown:Complex;Black:NA) [?]

BGene [[|Alfon [C]AN off
» RefSeq Genes [7]
BGeneral || Al on [ All off

_ Personal Genome Variants
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dbRIP [?]
B SNP Arrays || Al on || All off
J AFFY SNP Array 5.0 [7]
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» UCSC segmental duplications [?]
B Study Variants [ Ay on [ | Al off
» DGV Structural Variants
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_| Supporting Variants
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mRNA [7]

 SNPs [7]

RepeatMasker [7]

JILMN HumanHap 300 [7]
JILMN HumanHap 550 [?]
JILMN HumanHap 650% [?]

» DGV Version 1 Structural Variants
(Blue-Gain;Red:Loss:Brown:-Complex:Purple:Inversion:Black:Unknown) [?]

I Unannotated Studies
(Blue:Gain;Red:Loss:Brown:Complex; Purple:inversion;Black-Unknown) [?]

| Breakpoint annotations from Pang 2012
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1 Gap [?]

DECIPHER: Chromosomal Imbalance and Phenotype in Humans
(Blue-Gain;Red:Loss;Brown-Complex:Black:MA) [?]

I microRNA [?]

ILMN Human 660W [7]
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J OPGP Affymetrix CytoHD Variants (blue=Gain; red=Loss;
solidbox=AFFY_FILTER; solidline=MULTI_ALGO: dashedline=0ONLY_CHAS) [?]

To select the tracks you want shown in the browser, navigate to the “Select Tracks” tab.

Check the box beside the track name to turn the track on or off. To turn all the tracks on/off
within a group (i.e. Disease), use the “All on” or “All off” options. The “?” beside the tracks will
provide information regarding the content of the data displayed in this track.




Genome Browser Options
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Genome Browser Options
Track Options

Displays information about the data

Minimize the track In the track.

N\ _—

B E B A H B RefSeq Genes

A

Save the data from this track

This allows the user to download or save the underlying
data as a GFF file.

User may select the region displayed in the window,

the whole chromosome or genome wide (see next slide).

Close the track.

Allows users to change how the data
are displayed (see next slide).
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Applying Filters to DGV Variants in Gbrowse
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If you were only interested in comparing your data to deletions found in DGV, you can filter the
data displayed in the browser by selecting the option in the “Filter Variants” box at the top.

ilter variants

Ivariantsubtype ElFE”Loss IZ‘;I;I

g,

chr7 “

n n n n n
o 10M Z0M 30M 403t SaH BOH FOM BOM a0H Lo0t 110 120 130M 140H 150H
B B B & HH chromosome

B Details (]
chr7; 327 kbp 100 kbp |

|
72000k,

|
72100k,

|
72200k,
* 156 51 P2 - B Cytogenetic Bands

Foll.22

Foll.23
[

+ BB B EH B DGV Structural Variants (Bl in;l :Loss;Bro ;Purple:inversion;Black:Unknown) [filtered]
eawB2087 (Durbin2oiol) dgwl 1058259 (Ourbin20dio)

nEW3EEBEF (Mills20082 nsw3e5909 (Mi11s200673 esv196113 (OurbinZolo)
1 L] =

e3vwlE0l642 (Pinto20ll) nswS790 ok
I —
eswGlE71 (DurbinZolod
H

nzwilil (PerryzZood)
—
esv201526 (Ourbin2010)

e3w3367L (deSmith2007)

eswET116 (Conrad2009)
]

ezvB7689 (DurbinZolod
3



DGV Content

With the release of the new DGV, there are a number of updates and changes to
the content and representation of the data.

Stable, long term accessions have been assigned and a controlled, and structured
vocabulary of terms used to describe the data have been developed.

The following slides will help introduce DGV users to some of these changes.



New DGV Accessions

Each study from DGV has been accessioned by one of the two groups; dbVAR have assigned
nsv/nssv accessions, while DGVa has assigned esv/essv accessions. An nsv is an NCBI
structural variant, and an nssv is an NCBI supporting structural variant. An esv is an EBI
structural variant, and an essv is an EBI supporting structural variant.

Supporting structural variants ("ssv") are typically sample level variants, where each ssv
represents the variant called in a single sample/individual. In a few studies the ssv represents
the variant called by a single algorithm. If multiple algorithms were used, overlapping ssv’s
from the same individual would be combined to generate a sample level sv. If there are many
samples analysed in a study and if there are many samples which have the same variant,
there will be multiple ssv's with the same start and end coordinates. These sample level
variants are then merged and combined to form a representative variant that highlights the
common variant found in that study. This is called a structural variant ("sv") record.

DGV has always provided this type of summary/merged variant and we have continued to do
so in cases where there are a number of overlapping variants that are almost identical, but
may be slightly different due to the inherent variability between experiments. If there are
clusters of variants within a single study that share at least 70% reciprocal overlap in
size/location, we will merge these together and provide an accession record that has our
internal "dgv" prefixed identifier. The dgv merged identifier has been updated to help
improve the consistency and stability across updates of the database. The format of the dgv
accession is now “dgv + variant number + study accession. As an example, the first merged
variant from the Shaikh et al 2009 study (study accession=nstd21) would be dgvin21. The
second merged variant would be dgv2n21 and so forth.



Examples of DGV Variant Types

Example 1

DGV merged variant
-merge of nsv/esv variant
regions which overlap

dgv333n21 = nsv111l+ nsv222
Samples:NA15510+NA10851+NA12291+NA18291

nsvl1ll = nssvl123+ nssv321

) ) Samples:NA15510+NA10851
nsv/esv = variant regions

-merge of nssv/essv
variant calls which overlap

nsv222 = nssvb67+ nssv765
Samples:NA12291+NA18291

nssv/essv = variant calls
-represent the supporting
or sample level calls

nssv123 : Sample=NA15510

|

— nssv321 : Sample=NA10851
— nssv567 : Sample=NA12291

|

nssv765 : Sample=NA18291



Examples of DGV Variant Types

Example 2

DGV merged variant

-merge of nsv/esv variant No overlapping nsv/esv variants

regions which Overlap No DGV merged variant is created
nsv/esv = variant regions
-merge of nssv/essv variant calls ———— nsv482 = nssv164+ nssv955
which Overlap Samples:NA15581+NA12761
nssv/essv = variant calls

. I nssv164 : Sample=NA15581

-represent the supporting

or Sample level calls E— nssv955 : Sample=NA12761



Examples of DGV Variant Types

Example 3 (variant called in only 1 sample)

DGV merged variant
-merge of nsv/esv variant No overlapping nsv/esv variants
regions which Overlap No DGV merged variant is created

nsv/esv = variant regions

-merge of nssv/essv variant calls ———— nsv372 = nssv862
which overlap. Samples:NA13781
-there are no overlapping variants therefore

the variant region is the same as the variant call.

nssv/essv = variant calls
-represent the supporting

or sample level calls.

-in this case, the variant was
only detected in one sample.

— nssv862 : Sample=NA13781



DGV dmata

chr7: 5.4 kbp 2 kbp

| { | |
102799k 102600k 102801k 102602k

+ B BB B - H Cytogenetic Bands
T2zl

|
102803k
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nswE31084 (Wong2007)

nawBBE2 (kidd2008)

sl 95209 (DurhinZolod
dgwlllaleTs (DurbinZ(lo)

eavl87582 (Durbinzodoy
esw2364774 (BentleyZO0E)
esv26441 (Conrad2009)

Gld (JuzZolo)
G5970 (Bentley2n0g)
£9e59 (DurbinZglo)

Variant Accession: nsv365403
Study: Mills et al 2006
Position: chr7-102800544 102801223

FESE (Durbin2010)

nsw3IaTH03 (MillsEQ0s)
exviZA2668 (Lewy2007)

Users can mouse over the variations to obtain
summary information, or can click on the
image to go to the variants detail page

Additional details such as the allele length,
number of gains/losses and the allele state
(heterozygous/homozygous) have been added

Internal ID 117790
Landmark
Type Coordinates Assembly Other Links
Location Information chri?:109632315..109632415 hgl9 UCSC Ensembl
chr12:108116698..108116798 hg1s UCSC Ensembl
Cytoband 12q24.11
Assembly  Allele length
Allele length hgl9 101
ha1g 101
Variant Type CNV Deletion
Copy Number
Allele State Homeozygous ( b e IOW) .
Allele Origin Not tested
Probe Count
Merged Status s
Merged Variants esv1456600
Supporting Variants
Samples HuRef
Known Genes ACACE
Method SNP_array
Analysis analysis_type=Sequence Alignment
Comments
Reference Levy et al 2007
Pubmed ID 17803354
Accession Number(s) essv3652338 .
Samplesice 2 (when available).
Observed Gain o
Frequency Observed Loss il

Observed Complex n/a

Frequency n/a



DGV data

There are a few different types if images used to display structural variants in the genome
browser. The different types are shown below with a corresponding description.

EEVZ0ETI5S (Bentleyl00a)
psuﬁiEﬂEE CWilsonzolod
ezuIlog (Wang2oong)

Esv2d21966 CAltshuler20Li)

To accurately reflect the inherent differences in the resolution of different approaches, the assignment of boundaries
for the structural variants has been updated and the display has been updated.

1. Variant boundaries may be assigned a start and stop position. This will be common for sequencing based studies
where the actual breakpoints are known (example = esv3108; Wang2008).

2. An outer start and outer stop coordinate will be assigned for studies that use a mapping based strategy
(paired-end, optical mapping) or BAC clone approach where the variant boundaries are likely overestimated, and

the maximum or outer boundaries are known, but the actual variant likely resides somewhere within this region.
(example = nsv512065; Wilson2010, Paired-end Mapping)

3. Theinner start and inner stop coordinates are used for studies where the boundaries are likely underestimated and
may include oligo (probe) based CGH experiments. The actual boundary of the variant would likely reside
somewhere between the last positive probe on the array and the next neighbouring negative probe (example =
esv2421966; Altshuler2010).

4. For some studies, a combination of outer start-outer stop and inner start-inner stop coordinates are described
when information is available on the boundary regions (example = esv2067958, Bentley2008).



DGV data

The original (DGV Version 1) and new DGV structural variation data are

displayed for comparison.
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Query Tool

The query tool is a set of inter-related tables containing all the data from the
studies included in DGV. Options to search and filter the data across studies has
been developed.

Each table represents a specific category of data for all of the studies in the
database.

— The Study table contains general information about each study, including the number of samples and variants
detected, with links to the published report in PubMed.

— The Variant Table contains a list of all the variants reported in all the studies and their respective attributes.

— The Sample Table contains information about the samples that were analysed in each study, including gender,
ethnicity and source (where available).

— The Method Table contains summary information on the approaches used, including details on the specific methods
employed.

— The Platform Table has specific information on the experimental approaches taken in each study used to identify and
validate variants.

— The Analysis Table has detailed information about the tools and algorithms used to analyse the data when generating
the set of structural variants

Options to select, filter and manage the data have been developed, providing the
option to customize the output based on a number of terms and attributes.

Searches and filters can be applied to view information from only a single study, or
can be applied across studies to find all information related to a specific term. For
example you could retrieve all variants from all studies identified in a single
sample. Similarly, if you would like to obtain all the variants identified in a specific
population (HapMap Yoruba), or derived from a single approach this would be an
option as well.



Query Tool

atabase of = enomic ariants

A curated catalogue of human genomic structural variation

Abaut the Praject Downloads  Links Statistics FAQ
Genome Browser Query Tool Submissions Contact Us Training Resources

accession ™ L= 3 E]

|| Study l Variants Samples Methods Platforms Analyses J‘

Users can filter data based on the options presented in the tabs above.

atabase of enomic ariants

A curated catalogue of human genomic structural variation

About the Project Crownlof

seemesewser 2ev | Jse ~ to perform a wildcard search

e <=~ K (sl (=]

“ Study | Variants Samples Methods Platforms Analyses ‘

Show 50 « entries

E . i ) o - Copy Print csv Excel PDF FAQ ‘
Showing 1 to 3 of 3 entries (filtered from 53 total entries)
accession - study e pubmed id 2 sample size e variant count $
nstd2 Kidd et al 2008 18451855 18243
nstd3s Kidd et al 2010 20440878 £l 38
nstd47 Kidd et al 2010b 21111241 1636
Showing 1 to 3 of 3 entries (filtered from 53 total entries)

First  Previous. 1 fext Last

Example, where a user has selected to filter the database to obtain studies where the
primary author is “Kidd”.



Use the “+” button to add additional terms
Use the “-” button to remove search terms

Users can save, copy or

/ Que ry TO()I print the output

using these options.

chromosome v = - Y

]
0

assembly -

Filter query || Reset

= NCBI36/hgld =

Study Variants Samples Methods Platforms Analyses

Show 50 - entries Copy Print csv Excel PDF FAQ
Showing 1 to 50 of 3,507 entries (filtered from 6,407,415 total entries)
chromosome - start G stop & study % wariant accession % E‘1=I‘-'1erged_. ¢ ethnicity & gender G assembly ¢ warianttype @ ., )
S=Sample Call subtype
Y 12101151 12209550 Durbin_et_al_2010 essv287618 5 YRI Male NCBI36/hg1ad CNV Loss
¥ 10519992 10654530 Durbin_et_al_z2010 essv2870735 5 YRI Female NCBI36/hgl8 CNV Loss
¥ 11926654 11943340 Ahn et al 2009 essv31307 s KOREAN Male NCBI36/hgl8 CNV Loss
¥ 57393261 57399506 Durbin_et_al_2010 essv287096 5 CEU Female NCBI36/hg1ad CNY Loss
¥ 57229393 57236795 Durbin_et_al_2010 essv2301422 5 CEU Male NCBI36/hgl8 CNV Loss
¥ 2391693 2402131 Durbin_st_al_z2010 essv2B7755 S CEU Male NCBI36/hgl8 CNW Loss
¥ 22973854 23049013 Teague et al 2010 nsv503822 s NCBI36/hgl8 CNV Insertion
Y 5103369 5104505 Durbin_et_al_2010 essv287765 5 CEU Female NCBI36/hg1ad CNV Loss
¥ 12111044 12115461 Ahn et al 2009 essv28455 S KOREAN Male NCBI36/hgl8 CNV Loss
¥ 10602703 10604281 Durbin_et_al_2010 esv252015 M NCBI36/hgl8 CNV Loss
e 20837530 20837530 Lewy et al 2007 esswd016907 s Caucasian Male NCBI36/hgl8 CNV Insertion
¥ 574043591 57404705 Durbin_et_al_2010 essv287111 5 CEU Female NCBI36/hg1ad CNY Loss
¥ 21745263 21777102 Durbin_et_al_2010 esv151872 = NCBI36/hgl8 CNV Loss
¥ 11921334 11944992 Ahn et al 2009 essv32152 s KOREAN Male NCBI36/hgls CNV Loss
Y 57264599 57265327 Durbin_et_al_2010 essv2301601 5 CHB Male NCBI36/hg1a8 CNV Loss
Y 57394520 57395721 Durbin_et_al_2010 dgv12705e59 M NCBI36/hgl8 CNV Loss
¥ 57402930 57403514 Durbin_et_al_2010 essv2E7473 5 CEU Female NCBI36/hgl8 CNV Loss
¥ 57398842 57403535 Durbin_et_al_2010 esv152121 s NCBI36/hgl8 CNV Loss
¥ 11924997 11942375 Ahn et al 2009 esv8763 5 KOREAN Male NCBI36/hg1ad CNV Loss
¥ 57263602 57264731 Durbin_et_al_2010 essv2301329 5 YRI Male NCBI36/hgls CNV Loss
¥ 10630453 10630629 Durbin_st_al_2010 essv287220 S CEL Female NCBI36/hgl8 CNV Loss
¥ 20849751 20852550 Durbin_et_al_2010 esv151835 s NCBI36/hgl8 CNV Loss

Another example where the user has selected variants on chromosome Y, mapped to
assembly version hgl18. To filter across all tables, select the “Filter query” button. If you then
select the “Study” tab, only studies which have identified variants on the Y chromosome are
included in the results.



Query Tool

accession - = -~ estds9 |Z| |z|

Filter query || Reset |

Study Variants Samples Method Platforms Analyses

Show 50 ~ entries Copy Print Ccsv Excel POF FAQ
Showing 1 to 5 of 5 entries (filtered from 108 total entries)

study - platfarm name = platform type -+ platform version = geo accession % arrayexprass accassion
Durbin_et_al_2010 454 G5 FLX
Durbin_et_al_2010 ABI S0LID System

Durbin_et_al_2010 Hlumina Genome Analyzer 11

Hlumina Genome Analyzer II and 454

Durbin_et_al_2010 i

Hlumina Genome Analyzer II and ABI

Durbin_et_al_2010 SOLID Sy=tem

Showing 1 to 5 of 5 entries (filtered from 108 total entries)

Additional details on the platforms used, and the specific types of analyses performed are
available as shown for the 1,000 genomes pilot dataset (Durbin2010).

accession -||= - estd59 ) (s
Filter query | Reset

Study Variants Samples Methods Platfd

Show 50 ~ entries Copy Print Ccsv Excel PDF FAQ
Showing 1 to 34 of 34 entries (filtered from 172 total entries)

study - analysis type & analysis tool & analysis description & reference type & reference & reference description %

Sequencing platform:
Combination of Whole Genome
Illumina and 454. Mapping
Durbin_et_al_2010 Detection NovelSeq_and_Cortex algorithm: CORTEX on Ref_sequence NCBI36/hg18
reference and NovelSeq. Type
of compuational
approach:read pair mapping.

Sequencing platform 454.
Mapping algorithm: BLAT.
Durbin_et_al_2010 Detection BLAT Type of computational Ref_sequence NCBI36/hg18
approach: split read
alignment.

Sequencing platform: Whole
Genome Illumina. Mapping
Durbin_et_al_2010 Detection SPANMNER algorithm: SPANMER. Type of Ref_sequence NCBI36/hgl8
computational approach: read
pair mapping.

Sequencing platform: Whole
Genome Illumina. Mapping
Durbin_et_al_2010 Detection MRFAST algorithm: mrFAST. Type of Ref_sequence NCBI36/hg13
computational approach: read
depth analysis.



Help and Support

http://dgv.tcag.ca/dgv/app/contacts

If you have any questions while using the DGV beta site, or if you notice any errors
or bugs in the database, please contact the DGV Team at your earliest convenience.

Email: dgv-contact@sickkids.ca.

If you would like to receive updates and notifications about DGV, please sign up for our
newsletter

Thank you for taking the time to test and use the database, your assistance and
feedback is greatly appreciated.

Sincerely,
The DGV Team


http://dgvbeta.tcag.ca/dgv/app/contacts�
mailto:dgv-contact@sickkids.ca�
mailto:dgv-contact@sickkids.ca�
mailto:dgv-contact@sickkids.ca�

DGV Inter-Operates With Other Genome Databases

o Other sites displaying data from DGV:

DECIPHER Welcome to DECIPHER KIS

Databask of Chromosomal Imbalance and Phenotype in Humans using Ensembl Resources
Ensembl e! Ensembl |
ucsc UCSC Genome Bioinformaticsl
HapMap
GeneCards il /

GeneCards®

i

The Human Gene Compendium
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