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Searching large datasets

Large Dataset Metadata (LDM) Reports
These reports contain information such as:
» Description of dataset

» Experimental procedures

« List of related datasets (parent or child)
* Link to list or file of dataset members

Search Options

* QuickSearch allows you to search all fields on
the LDM reports at once. To search for
modENCODE data sets:

The image cannot be displayed. Your computer may not have enough memory to open the image, or
the image may have been corrupted. Restart your computer, and then open the file again. If the red x
still appears, you may have to delete the image and then insert it again.

* QueryBuilder allows searches by specific field

GBrowse Track labels link to relevant LDM
reports

The image cannot be d\sp% Your computer may not have enough memory to
open the image, or the image may have been corrupted. Restart your computer, and
then open the file again. If the red x still appears, you may have to delete the image
and then insert it again

‘ The image cannot be d\sply\/cur computer may not have enough memory to

open the image, or the image may have been corrupted. Restart your computer,
and then open the file again. If the red x still appears, you may have to delete the
image and then insert it again

Zosmoigy Lesmoigo

Sequence Feature reports contain links to
datasets of which the feature is a member

‘ The image cannot be displayed. Your computer may not have enough memory to open the if\age, or

the image may have been corrupted. Restart your computer, and then open the file again. If the red x
still appears, you may have to delete the image and then insert it again.

FeatureMapper

Purpose: to identify features within a
sequence range of interest:

» Features include insulators, transcription
factor binding sites, point mutations, RNA
editing sites, etc.

+ Can search within genes, upstream of
genes, downstream of genes, or within any
desired sequence (enter sequence
coordinates direcily into search box)

the image may have beegfCorrupted. Restart your computer, and then open the file again. If the red

The image cannot be displ#fed. Your computer may not have enough memory to open the image, or
‘ x still appears, you mayfhave to delete the image and then insert it again.

Output lists features found within each landmark
(in this case, 10kb upstream of several genes,

abd-A shown). Features can also be downloaded
in GFF format.

abd-A

TFBS - BTB/POZ domain
3R:12655495.12656561 > TF_binding_site:mE1_TFBS_Tr TFBS_Td_004327
3R12660020.12660015 > TF_binding_site:mE1_TFBS babi  TFBS_bab1_000832

TFBS - helix-loop-helix domain

3R:12654652.12656501 > TF_binding_site:BDTNP1_TFBS_twi  TFBS_twi 008460

3R:12655356.12656348 —> TF_binding_site:BDTNP1_TFBS da  TFBS_da 008695
3R:12656383.12656620 —> TF_binding_site:BDTNP1_TFBS da  TFBS_da 008696
3R:12658080.12659589 —> TF_binding_site:BDTNP1_TFBS_twi  TFBS_twi 009461
3R12658442.12659415 —> TF_binding_site:BDTNP1_TFBS da  TFBS_da 008697
3R12664157.12668422 —> TF_binding_site:BDTNP1_TFBS_twi  TFBS_twi 008462
3R12664490.12665514 —> TF_binding_site:BDTNP1_TFBS da  TFBS_da 008698
3R112665514.12666521 —> TF_binding site:BDTNP1_TFBS da  TFBS_da 008699

TFBS - homeodomain
3R12651409.12656530 > TF_binding_site:mE1_TFBS_cad TFBS_cad_007589
3R12655498.12656501 > T ite:BDTNP1_TFBS 2 TFBS_z 001772
3R12656545..12667558 > TF L TFBS 2z 001773
3R12657150..12660879 > TF._ TFBS_cad_007590

3R:12657504.12658581 > TF_binding_site:BDTNP1_TFBS_z  TFBS_2 001774
3R:12658625.12650630 > TF_binding_site:BDTNP1_TFBS_z  TFBS_2 001775
3R:12659656.12650080 > TF_binding_site:BDTNP1_TFBS_z  TFBS_2 001776

Human disease models

We are now using Disease Ontology terms to
annotate Drosophila alleles and transgenes and
human transgenes inserted into Drosophila that
reproduce a human disease phenotype.
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Interacting alleles that relieve the disease
phenotype or make it more severe.

Allele Report

Symbol HTT128QFL SceUAS Species H. sapiens

Name. FlyBase ID FBal0249417
Feature type allele Associated gene HsapHTT

Caused by Insertion Carried in Construct | P{UAS-HTT.126Q.FL)

Allele class.

in vitro construct - regulatory fusion

Disease Evidence References.

model of Huntinglon's disease inferred from mutant phenotype (Romero ot al 2008, Gonzales and Yin,

2010, Steinert et al, 2012)

Interactions

Disease Interaction References.
‘model of Huntington’ Jiorated by (Romero et al, 2008)
Comments Flies expressing Hsap\HT1[128Q.FL ScerlUAS] pan-neuronally show (Gonzales and Yin, 2010)

interruption and fragmentation of nighttime sieep resembiing that seen in
human Huntington's Disease patients.
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