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The Gene:Refzeq track waz generated uszing multiple UCSC tables. Dezcription...

. AHLLTS I IFHE1 HH HTAP I DHRTAL
Gene :Refseq —HHE——HHEHHE K JARL7 97 I IFWA1 HCDENZALS
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I IFHAZ1 I CORN2E
I IFWA% I COKM2E. 2
H IFNA14
I IFWAY
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Track "Loss:Loss" 160,731 annotations)
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chr20:all
MCF-7 breast cancer cell line
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m camiller_sandbox ~

select Tool | 8) Segmentation Tool V|

Segmentation Tool

This tool uses the DMAcopy R library to divide the given data into segments of equal copy
number, based on the logz ratio assumed to be in the score field. This is useful for taking

noisy array data and converting it into regions of gain and loss,

Optionally, this data can then be filtered so that only segments that exceed a certain mean
log-ratio threshold or that is a certain number of standard deviations from the global mean
log-ratio will be cutput. To output all segments, set the threshold condition to '0'

(For more information on the circular binary segmentation algorithm used, see: Qlshen, et
al. Circuwlar binary segmentation for the analysis of array-based DA copy number data.
Biostatistics., 2004 Oct; 5(4):557-72.)

Mote: This tool requires that the score field of the track be a set of logz-ratio scores,

MOTE: This is a new service, If you encounter any problems, please contact bri_admin@bem.tmc.edu,

Job Name:| | | ¥

Input Track: | Select a Traclk v ¥

Condition:| _ @
Minimum number of probes to comprise a segment:

kKeep segments that have a mean log-ratio value greater tham:

® 35 how many standard deviations from the global average log-ratio the
segment must be ORF
' as an absolute threshold the mean log-ratio must exceed

Class: |[Segment Type: Subtype:
Output Track: | | | | 4

Submit |
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Condition:| _
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Job Name:|| Ed
EDUIEE L1 all: segments ¥
Facks: Ll ehri2:gains
L recurrigenes
L] Refseq:Blocked
L] sample: o001
_.@_fSEg:GDGI
Annotation P
Selection
Criteria: Match | All | | of the conditions. + | - |
Attribute Data Type Operation Values
| Anno. Chrom. V| | text V| | = V| chri [l case Sensitive
| Anno. Score ~ || number v || > v ||500

Output Track:

"Class"

Selected

"Tl:rllpe":

Submit | Reset I
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gender=male;



gender=male; sampleld=97A;



Track 1: Regions

Track 2: Genes



Job Name: | | | v

|Se|ect a frack v

First Track: ¥
Intersecting annotations must be within E bp of these annotations.
Condition: [ Only qutput arjr'fntatium that intersect 1+ annotations from the @
following tracks:
Second Track(s): i All: Segments ?

Select attributes to copy from this track to the new track:
[ ALL ATTRIBUTES

[] &nno. Class
K Anno, Mame as
sampleMame

[1 Anno. Type

[ Anno. Subtype

1 Anno. Chrom

1 Anno. Start

[] Anno. Stop

] Anno. Strand

1 Anno. Phase

[] Anno, Score h
[ Anno. Qstart

] Anno. Qstop

[ Anno. Sequence

[l Anno. Free Comments
[1 length

[] sample

Ll chri2: gains

U recurr:genes
L] Refseq:Blocked
Ll sample:ooo1
O] seq:0001

Class: |AttrsLifted Type: Subtype:
Output Track: | | | | 7P P ¥
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