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Before using the Expression Dataset Manager, you need to make
sure your expression data is properly formatted for import.

This will require you to know what primary ID you are using with =
your data and whether that 1D is present in the version of the
Gene Database on your hard disk. If you are unsure of what
primary ID types are supported by your Gene Database (i.e.
Unigene, Affymetrix, GenBank, etc.), you can determine this by
opening Gene Database Information from the Data menu.
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Species: Mus musculus — e _ . e Gatasat
GenMAPP ralease date: 01-Sep-2003 FOrMmztene 2 Seuression Daeisee
Last modification date: 28-Sep-2003 Having identified the System codes for your dataset, format your
Gene Table Code Related Sys{ data as follows (note: some gene ID systems allow for primary or
Genallntology . . .
MGl secondary IDs to be entered, as SwissProt with ID and accession
Affy X IntarPra or SGD with ID and ORF. Open the Gene Database Manager
LocusLink ind f the dat t . dat f h
SwisaProt window from the data menu to view data types from eac
Unlgene system} 3
Gl Il = sl ||
. Note: Column titles must be limited to 30 alpha-
SwissProt
GeneCntology T InT;?;‘rnm numeric characters. Unlimited number of fields
Unigene
Required Fields Optional Data and Character Fields
Genalniology Fd b Y
InterPro I Affy GenelD SystemCode
SwissProt Msa.42576.0_t_at| X 32 11 23 7| 0.0594
Msa.6010.0_f at | X 1283 334 1015 225  0.1036
Unigene Msa2. B022.0_s at | X 36 k1] 57 70 04586
RefSeq PENK_MOUSE |S 21 3 20 0| 0.3506
, GenaOntol Qoazv4 5 20 0 20 0| 0.3466
LocusLink L M:E MW | Mai-104748 M 20 0 20 1| 03486
Cie MGI:1350085 M 25 1 31 20| 0.6657
ot Mm. 28932 u 9 51 20 0| D0.3506
e Mm.7447 u 125 78 103 61|  0.7859
I4] [ | |mP_ooaiis o 73 54 74 29|  0.6177
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Expression Datasets Gene Color Sets Help
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Name | =]
Remarks [ )
Motes J
3 7
Gene Color Sets o
2ne
Names| J Value J
Criteria Builder
Columns Ops | | |
= Label in Legend
= | (
=
= Color
o=
= Nimporting 2 Gene Expression Datsst
OR
iz e To import a dataset, go to the "Expression Datasets” menu
L1} 1]
i EricTion and select "New.
|1 |No criteria met
[ 2 |Not found _|
| =l
]
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I Expression Dataset Manager

x =10 x|
Expression Datasets Gene Color Sels Help
Marng | =
Remarks [ ]
Motes J
4
Gene Color Sets —
Names| J Valua J
Criteria Builder
Columns Ops _ New | | |
e ﬂ = Label in Legend
Control Avg : |
Exp Avg = Color
Fold Change <= — R
L]
P-value ﬂ AND
_ i Craziing Color Sais
Criterion |
Labal Criterion A user can define any number of Color Sets for a given
[ 1]No criteria met expression dataset. Each Color Set can contain any
2| Not found number of chosen criteria for color based visualization of
MAPP files.
111 =11
For more information on GenMAPP Color Sets, click here.
|Mm-Std_20030921.gdb . : |
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e = e — | X
k Lask in: [[£] KEGG Pathway MAPPS jg g J

HHs_NMIn&AspanIe Metabalism.mapp
aHs_Mdrdgtn and Eatragen Metabalism mapp
3H:_C-21 Bteroid Hormone Metabalism_mapp
I|H:_C!II Cycle.mapp

BHE_Cyslzin: Metabaolism.mapp
BHs_Glmamare Metabaolism.mapp

:IHE_Inbegrlnﬂad lated Cell Adhesian.mapp B

File name: *mapp Open I

Files of type: [MAPPs (mappl |)/|z) &) c)iric) Dlzitzl Dry Glzrlyl i P

Select the MAPP file you wish to apply your
expression dataset criterion to. Here, we will select

the human KEGG pathway cell cycle.

-
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File Tools Format View Data Help
ol ||| || | RFO] ) i oz
MIMEMMHH fram KEGG i
e ol S Cell cycle
e e e x|
Growih Factor Growdh Factor Laak in; @ Expressian Data j g J
' withdrawal
E ; lEF. =] MyExperiment.gex
[sxe] ' PTG
SN PTTG2
MABK SM PTiGI| | |
signaling -Iu+
livan
e G, 15,1690 APCIC
.
5 e Fae ] Mzigping Dertz 10 S2olMaAr P
| Files of type: ' :
: | L Fesettre [Beres=d Choose the GenMAPP expression dataset
\ TP | EreDa ; . .
N =7 CycEt [eyel cONtaining the user defined Color Sets that you
(= ggz v P2 t previously established.
= ‘_" L I' " 1 T l-p L T
sCF m . "G [cams) )/W ¢%?& APCiC ‘
* u i
SKPZ |.AI:L1 }. £ = — —_— [rE1 | [weEt] [myn e e — =
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£ GenMAPP 2.0 =10 x|
File Tools Format View Data Help
E'thd _L__§|-|—Il—<|—|:l—|vl-@-|-| { ||:||(:)| ) |Mml|FoId and p-value  |=| [100% =]
Aprtters Adapied fram KEGG :I
i ] o
el o pAegasions ucst ade Cell cycle
Last medified: 100022002
Right-click here 1o see notes DIMA darmegs *hpp‘-ﬂ
ARF . %
Growth Factor  Growth Factor r"' "II
! withdrawal [EP300 1.4
- e .
! ' * |Hdm|1u|\ [ohPK]ian | ATR 2w
' E“ﬂ' 4.2 ATM |18
smAD3 |aes| 5CF Ié”/’__ S\ Apoptosis l PTTGZ |24
MABK SMADS [4.41| EKP2 [+ [RBA |eaa | B3 ruE PTTGA
iy VAWAN // \‘\@ D
path .
N p16,15,18.98 07,57 ! .:;. E A5 l—lnlﬂ:.ll:
1

--CE.I!
Uz eirie) Dzitz in SaaliAsr P

All gene boxes that match the appropriate Color Set
xif i E criteria will now be filled with the corresponding
o {eokz - (€0 color. Note that the appropriate Color Set Legend
and Expression Dataset Manager key will now be

sCF e
T g g 4 displayed upon the MAPP file.
REA |29 | piOF |41 AR 1 B | ¥ o |
Kl [ +
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Lesson: S

Using MAFPFIndzr to Analyzz GenMAFPP Data TN ¢|
Wzt is MAPPRInd=zr?
MAPPFinder is a program associated with GenMAPP that allows
a user to quickly identify those pathways and Gene Ontology
categories with the largest number of significant associations

NO TE- within your dataset.

= [l =T D
JCJJﬁ:l:zﬁ GREGH DG SO0r,

Gene associations can be viewed in the form of a hierarchical
tree, a GenMAPP MAPP, or output text file lists. In addition to
these features, MAPPFinder 2.0 includes several improved
features including calculation of permutation based p-values,
export of gene lists, and export of a directory MAPPs for
anlaysis or export to the web.

K| I

Mm-Std_20030921.gdb

For detailed help on MAPPFinder, go to Help>GenMAPP
Help=MAPPFinder from the GenMAPP Toolbar or click here.
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