To import files to the NCI ‘s Genomatix Genome Analyzer (GGA)

.bed, .bigBed or .bam alignment files that are between 2-6 GB  may be uploaded via any standard, modern web browser. 
	
Point your browser to the NCI’s GGA at:

http://ncias-729.nci.nih.gov
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Login to the GGA server using the username and password provided to you by your local IT team (CBIIT) 
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and navigate to the  “Tools” tab of the Genomatix tool bar. 
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Select either BED tools or BAM tools, then Add BED (or BAM) files from your local computer. Below is an example for BED file upload:
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For BAM file upload, the situation is similar:
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If files are GREATER than 6GB (compressed), we recommend to copy them to your home directory on the GGA,

Using the login credentials that you received from CBIIT, open a terminal window (if on a Mac or Linux machine) or Putty (if using the PC) and issue the following command:

ssh your_username @ ncias-p729.nci.nih.gov


Upon the first login, a home directory under /home will be created for you, using your login name. 

Then, using either winscp (Windows), scp  (Unix/Linux, if at the terminal window) or other copy utility, (e.g, Cyberduck, for the Mac) you may copy files from the remote server to the local (GGA) server.  Files will automatically be placed into your home directory and can be uploaded to the GGA using the “the GGA” option on either the BAM or BED file upload pages. 

NOTE:  Your GGA login credentials will work in the graphical user interface (GUI) or on  the commandline.. 


image6.png
BAM File Toolbox

No BAM files for Homo sapiens | NCBI bulld 37 in this project yot.

7 AddBAM files





image7.png
BAM File Upload

Current Project: "PPARG_case_study"

Import BAM fle(s) from
@ your local computer O the GMS O the GGA.

Assuming Input s for Homo saplens / NCBI bulld 37

Upload Multle fles can be uploaded:
flo(s) with genomic reglons.
in BAM flle format ° Choose file ) no file selected

Fils lorger than 2GB should bo comprossed (moro on upioad ofarge fies..)

‘Optional namelprofix for your BAM fle(s) on the server:

© Show resut directly in browser window

Your email address (O Send the URL of the resultto dombrowski@genomatix -software.c

Use tho omal option fo long-running jobs, to avoid server-timeout mossages
You may sst a dofault email addreas by Hing or modying the ‘omai addross' fad on your personal account page





image1.png
Y genomatix genome analyzer

See the biology behind the data.

[ianes—— L—
[ [ ——

To access the Bioinformatics Workbench you neod fo connoct 1o 192.168.100.96' ia ssh. We.
recommend using PUTTY, a eo TelnoUSSH Cliontfor Windows users of the ssh command froma
torminal for MacOS X or Unix users.

For up-to-date nformation please visit hitp:/www.genomati do.
or contact us at sales@genomaix do.





image2.png
Y genomatix genome analyzer

‘Switch to encrypted login page!

Please log in:

Username: [instructor

-

Request Password o retrieve your account info





image3.png
Tools  Projects & Account  Help
"~ DNASequence toos

BED fie tooks

BAM fle tooks

GenelD tools NEW-

List comparison




image4.png
BED File Toolbox

No BED/BE files for Homo saplens / NCBI bulld 37 In this project yot.

 Add BED files





image5.png
BED File Upload

Current Project: "PPARG_case_study"

Import BED / bigBed fle(s) from
@ your local computer ) the GMS O the GGA.

Assuming Input s for Homo saplens / NCBI bulld 37

Uplosd Matil los can b uploaded:
flos) with Genomic regions S
' BED i format o (Crooseric) mofie seecied

Noto, that bigBed flos must have the oxtension "bb
Fls largor than 2GB shouki bo comprossed (moro on upioad ofarge fies..)

‘Optional namelprofix for your BED fle(s) on the server:

© Show resut directly in browser window

Your email address © O Sendthe URLofthe resultto dombrowski@genomatix -software.c

Use tho omal option fo long-running jobs, to avoid server-timeout mossages
You may sst a dofault email addreas by Hing or modying the ‘omai addross' fad on your personal account page






otmpart st th NG et G Anr (65

gonomatix gonorm anslyzer

T —————
[y




