ArrayFusion Step-by-Step Quick Guide

1. Select a system...
1.1 Select a system... 1.2 Select an array...

Overview | Query | Query Results | Support | Downloads | Releases | Contacts

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* outputs will be sccumulated here

#* autputs will be sccurmulsted here

Batch Query Batch Query

qget startsd 1# [User's Manuals] [Columns in TXT Annotations] [Examny get started 1# [User's Manuals] [Columns in TXT Annotations] [Examy
elect a system. . j 1. IExpressiDn Array Systems j
Selecta system C :
Commercial Array Probe IDs 2. PSelect anarray.. [ +supportonthologs, ++ support conversions | J
3. B Ar ns 3. |Selectanarray.. (+ supportorthologs, ++ support conversions )
. |24 TEY g - A A
Exon Array Systems k

SMP and CGH Aray Systems ther expression array..

ne U1 e

Tiling Aray and ChiP-on-chip Systems Hurnan Genome L1334 Set (NCBI 36, March 2006) + ++
Public Domain IDs Fearated Genome Browser Hurnan Genorne U9BAw2 Set (NCBI 36, March 2008) + ++ pr
Public Domain Fenome Browser, e.g. HapMap Public Data Fat Genome 230 2.0 Array (HGSC w31, June 2003) + pMap Public Data
Riat Expression Set 2304 (HGSCw3 .1, June 2003) +
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4. Upload fram a file: Browse... " Mouse Expression Set 4304 (NCBI 36, Feb 2006) +

C. elegans Genome Array (Wormbase March 2004) +
Agilent Annotations

GAT10B - Hurman TA (w2) (MNCBI 35, May 2004) ++
G4112A - Human Genome, \Whole (MCBI 35, May 2004) ++
or paste a list:

ar paste a list:

{IDs should be separated by a new line, example (IDs should be separated by a new line, example

Submit -> Query Resuls Submit -» Query Resuls

2. Select outputs

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* outputs will be sccumulated here

Batch Query

et startsd 1 [User's Manuals] [Columns in TXT Annotations] [Examg

1. IExpressiDn Array Systems j

2. [Human 133 Plus 2.0 Array (MCEBI 36, March 2008) + ++ =]

¥ EGR fgrmat far Affyrmetrix Integrated Genome Browser
%GFF fprmat for The Generic Genome Browser, e.g. HapMap Public Data

++Lonvert genome coordinates in EGR and/or GFF tolthe same assembly (disabled) j

4. Upload from a file: | Browse...

ar paste a list:

{IDs should be separated by a new line, example

Submit -> Query Resuls

3. Orthologs: options for TXT annotations
3.1 Disabled 3.2 Show orthologs

Overview | Query | Query Results | Support | Downloads | Releases | Contacts

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* outputs will be sccumulated here

#* autputs will be sccurmulsted here

Batch Query Batch Query

get started 19 [User's Manuals] [Colurnns in THT Annotations] [Exarng get started 19 [Ussr's Manuals] [Calumns in TXT Annotstions] [Examg
1. IExpressiDn Array Systems j 1. IExpressiDn Array Systems j
2. [Human Genome 10133 Plus 2.0 Array (NCBI 36, March 2006) + ++ =] 2. [Hurnan Gename U133 Plus 2.0 Array (NCBI 36, March 2008) + ++ =]

3. outputs: ¥ TXT tab-delimited annotz
+ Show orthologs fi

3. outputs: M TXT tab-delimited annotations

Girn £no other exprassion amray (disablad) j

EGR format for Affyrnetriz T

<

~
[~

GFF format for The Generic Genome Browser, e.g9. HapMap Public Data

++ Canvert genaome coordinates in EGR and/or GFF tolthe same assembly (disabled) j ++ Convert genome coi Rl

4. Upload from a file: | Browse... 4. Upload from a file: C. elegans Genome Aura

e assembly (disahbled) ~

ar paste a list: or paste a list:

{IDs should be separated by a new line, example (IDs should be separated by a new line, example

Submit -> Query Resuls Submit -» Query Resuls



4. Assembly conversions: options for EGR and/or GFF format

4.1 Disabled

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* outputs will be sccumulated here

Batch Query

4.2 Convert genomic coordinates between
assemblies

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* autputs will be sccurmulsted here

Batch Query

et startsd 1 [User's Manuals] [Columns in TXT Annotations] [Examg

1. IExpressiDn Array Systems j
2. [Human Genome 10133 Plus 2.0 Array (NCBI 36, March 2006) + ++ =]

3. outputs: ¥ TXT tab-delimited annotations

+ Show orthologs from | no other exprassion array (disabled) j

¥ EGR format far Affyrmetrix Integrated Genome Browser
¥ GFF farmat for The Generic Genome Browser, 8.g. Haps

f Public Data

++ Convert genome coordinates in EGR and/or GFFolthe same assembly (disabled) j

4. Upload from a file: |

ar paste a list:

{IDs should be separated by a new line, example

Submit -> Query Resuls

5. Input

5.1 Upload from afile

File Edit Format Wiew Help
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5.2 Paste a list in the text area
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get started W [User's Manuals] [Colurins in TXT Annotations] [Examt

1. | Expression Array Systemns j

2. [Hurnan Gename U133 Plus 2.0 Array (NCBI 36, March 2008) + ++ =]

3. outputs: M TXT tab-delimited annotations

+ Show orthalogs from | no ather exprassion array (disablad) j

M EGR format for Affymetrix Integrated Genome Browser
W GFF format for The Generic Genome Browser, 8.9. HapMap Public Dats

4. Upload from a file: |

or paste a list:

(IDs should be separated by a new line, example

Submit -» Query Resuls

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* autputs will be sccurmulsted here

Batch Query

get started W [User's Manuals] [Colurins in TXT Annotations] [Examt

1. | Expression Array Systemns j

2. [Hurnan Gename U133 Plus 2.0 Array (NCBI 36, March 2008) + ++ =]

3. outputs: M TXT tab-delimited annotations

+ Show orthalogs from | no ather exprassion array (disablad) j

M EGR format for Affymetrix Integrated Genome Browser
W GFF format for The Generic Genome Browser, 8.9. HapMap Public Dats

e assembly (disahled) j

++ Convert genome coordinates in EGR and

4. Upload from a file: | K

or paste a list:

(IDs should be separated by a new line, example

Submi Query Results

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* autputs will be sccurmulsted here

Batch Query

get started W [User's Manuals] [Colurins in TXT Annotations] [Examt

1. | Expression Array Systemns j

2. [Hurnan Gename U133 Plus 2.0 Array (NCBI 36, March 2008) + ++ =]

3. outputs: M TXT tab-delimited annotations

+ Show orthalogs from | no ather exprassion array (disablad) j

M EGR format for Affymetrix Integrated Genome Browser
W GFF format for The Generic Genome Browser, 8.9. HapMap Public Dats

++ Convert genome coaordinates in EGR and/or GFF to |the same assembly (disahled) j

Erowse..

4. Upload from a file: |

or paste a list: Tt

Copy

(IDs should be separated by a new line, example

Delets
Submit -> Query Resulls T

Select All



6. Submit

6.1 Submit 6.2 Query results will be accumulated

Overview | Query | Query Results | Support | Downloads | Releases | Contacts
#* putputs will be accumulated here

Batch Query Query Results

Overview | Query | Query Results | Support | Downloads | Releases | Contacts

et started 1 [User's Manuals] [Columns in TRT Annotations] [Examg

textarea.txt TxT tab-delimited annotation file (open with spreadsheet programs)
1 |Expressmn Taray Systems j texrtarea.eqgr EGR format for Affymetriz Integrated Genome Browser
textarea.gff GFF format for The Generic Genome Browser, 8.9, HapMap Public Data
2. |Human Genome U133 Plus 2.0 Array (MCBI 3B, March 2006) + ++ j textarea.failure Invalid query, empty alignments or deleted in new assembly
3. outputs: ¥ TXT tab-delimited annatations
+ Show orthologs from | no other expression array (disabled) j DA
¥ EGR farmat for Affyretrix Integrated Genome Browser
¥ GFF format for The Generic Genome Browser, 8.9. HapMap Public Data
++ Convert genome coordinates in EGR and/or GFF tnllhe same assembly {disabled) j
4. Upload from a file: | Browse...
Overview | Query | Query Results | Support | Downloads | Releases | Contacts
57715_at af
:i;g—az Query Results
. a
orpaste 3 list: 55872_at texrtarea.tyt TXT tab-delimited annotation file (open with spreadsheet programs)
{IDs should be separated by a new line, sxample textarea.egr EGR format for Affymetrix Integrated Genome Browser
textarea.gff GFF format for The Generic Genome Browser, e.9. HapMap Public Data
textarea.failure Invalid query, empty alignments or deleted in new assembly
example. txt TxT tab-delimited annotation file (open with spreadsheet programs)
example.egr EGR format for Affymetrix Integrated Genome Browser

Delete All



