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A. QIAGEN IPA New Pattern Search! QIAGEN OmicSoft Analyses!
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Which analyses activate this Canonical Pathway through the same genes as in my analysis?
2. TR Bl WA TR A R R TR E 70 8 T L E N R L ?
Which analyses of diseased tissue are the “opposite” of the gene signature for my drug and may benefit
from treatment with the drug?
3. A3 B AHAALTRINY FHERHSIIIRE?
Do any analyses have an interaction network or Regulator Effects network similar to the one in my
analysis?
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Analysis Name T Project T * P-value T Overa.. T X  Z-score T Z-score.. T % Ovedap WXion,,, XX (enl, X o, VX iea ) ST X idar. XX o0,
10090- normal control [skeletal muscie] belinostat LINCS 3.44E-25 16/20 (80%) 4.000 16/16 (100%) ADI1 4 . ..all 16 normal control HDACs skeletal mu... belinostat  Treatmentv... Treatm:
325- non- smloelmngcarcm[lmg]mocemcuucs 5.96E-26 16/20 (80%) 4.000 16/16 (100%) ..all 16 non-smallc... HDAC1 lung mocetinostat  Treatment v... Treatmx
26139- [skin] LINCS 5.48E-23 15/20 (75%) 3873 15/15 (100%) all15 melanoma  HDACs skin suberoylanil... Treatmentv... Treatms
399- non-small cell lung carcinoma [lung] behnostn LINCS 1.27€-23 15/20 (75%) 3873 15/15 (100%) all15 non-smallc... HDACs lung belinostat  Treatmentv... Treatm
398- non-small cell lung carcinoma [lung] belinosta LINCS 7.506-21 14/20 (70%) 3742 14/14 (100%) all14 non-smallc... HDACs lung belinostat  Treatment v... Treatms
22407- normal control [kidney] entinostat 13788 LINCS 6.57E-21 14/20 (70%) 3742 14/14 (100%) all 14 normal control HDACT;HD... kidney entinostat  Treatmentv... Treatm
10013- normal control {skeletal muscle] mocetinos LINCS 7.28E-21 14/20 (70%) 3742 14/14 (100%) all 14 normal control HDAG1 skeletal mu... mocetinostat Treatmentv... Treatm
252- non-small cell lung carcinoma [lung] rociinost LINCS 2.08E-24 14/20 (70%) 3.742 14/14 (100%) .all 14 non-smallc... HDACE lung rociinostat  Treatmentv... Treatms
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Which analyses have similar or
dissimilar biology compared to mine?

In which analyses is a biological entity
of interest significantly impacted?

+  Automatically find similar and anti-similar .
analyses as compared to yours

Is this pattern of activity seen among a
massive collection of expression data?

Discover analyses that activate or inhibit «  Any network or pathway with genes and
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entities (upstream regulators, canonical
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signatures from other analyses.
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a particular entity (an upstream regulator
like PPARA, or a Canonical Pathway)

How: Matches all the targets of the entity
(from the Knowledge Base) against the
analyses
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match or anti-match any molecular
pattern you choose (from a network or
pathway)
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B. Comparison Analysis from Activity Plot results
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C.Newly revised Land Explorer links in Gene Views improve

navigation
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Disease Studies

Cell Lines Oncology Studies

General oncology, Hematology, Human disease, Mouse disease, Rat
Metastasis, Pediatrics, Mouse studies  disease

Oncology Consortia

TCGA, TARGET, BeatAML, ICGC,
CGCl, CCLE+GTEx+TCGA

TCGA, TARGET, expO, METABRIC,
CCLE+GTEx

Normal Tissue

Solid tissue (GTEx), Solid tissue
(HPA), Blueprint

Data Type / Data Source

RNA-seq expression: Cancer cell lines (CCLE)

General oncology, Hematology, Human disease, Mouse disease, Rat
Metastasis, Pediatrics, Mouse studies disease

General oncology, Hematology, Human disease, Mouse disease, Rat

Cancer cell lines (CCLE), GSK cell

Solid tissue (GTEx) lines, NCI cell fines, Pfizer cell fines

Microarray expression:

Differential regulation:
Alteration frequency:

Survival by expression:

Treated cells (LINCS)

Cancer cell lines (CCLE), NCI cell
lines

TCGA

TCGA, TRACERX, BeatAML, ICGC,

TARGET, METABRIC
TCGA, BeatAML, TARGET, CGCI

w8 : A FRMA B 7 Land Explorer #4264 o L iEix

Metastasis, Pediatrics, Mouse studies  disease

General oncology, Hematology,
Metastasis, Pediatrics

General oncology, Clinical outcomes,
Hematology
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D. Improve publications by customizing font size in networks and
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E. Content updates 2020 Q3 F#F T Pathway REREEREBU T

s e L i
o (CSDE1 Signaling Pathway
{ATA F R
o Base Excision Repair Pathway
o Epithelial Adherens Junction Signaling Pathway
o Gustation Pathway
o Phagosome Formation Pathway
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Land Repository Datasets Q1 2021 Datasets Q2 2021 Increase
HumanDisease 19,444 20,506 1.062
; MouseDisease 15,563 16,795 1,232
Dot RatDisease 5,480 7.809 2,329
LINCS 28,234 28,234
OncoGEO 8,646 9,254 608
OncoMouse 1,054 1,054
TCGA 4,789 4,789
Socot et MetastaticCancer 81 81
Hematology 3,205 3,455 250
Pediatrics 444 444
HumanSingleCellCluster 207 207
HumanSingleCellClusterUMI 548 548
MouseSingleCellCluster 465 465
SingleCellLand MouseSingleCellClusterUMI 751 751
HumanSingleCellHCL 1,476 1,476
HumanSingleCellType 73 73
MouseSingleCellType 75 75
HumanSingleCell TypeUMI 278 278
MouseSingleCellTypeUMI 184 184
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