KEY FEATURES
» Thousands of public expression datasets
«+ Curation by field experts

The World’s expression data
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Single experiment analysis
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Differential expression tool
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Dimension reduction tool
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Compendium-wide analysis
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Gene search tool
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+ High quality database and expression search engine
+ User-friendly visualization tools

Anaiomy tool (Condition search tool, Gene search tool)
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Dataset 651 anatomical parts from data selection: HS_AFFY_U133PLUS_2-1
Showing 3 measure(s) of 3 gene(s) on seleclion: HS-2
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Percent of Expression Potential
Homo sapiens (651) B
(Bsandan || Commpsean || < j(2] 23 E.uimin
v Tissue 14878
» gestational structure 15
» alimentary system 233
» circulatory system 3383
* integumentary system 1290
» endocring system (except testis and ovary) 2]
» hematopoietic and immune system 202
v musculoskeletal system 2018
¥ skeletal muscle 1750
* muscle of lower limb 1008
¥ thigh muscle Te0e
» quadriceps femoris muscle 1018
biceps femoris muscle i
» musdle of upper limd £l
* musde of torso T
» musde of head L}
» skeletal system (except bone marmow) k-
synovium (synovial membrane) .
synovial fluid 1
» nenvous system 1429
» reproducive system E]
» respiratory system a2
» sensory organ system 23
* urinary system 1325
* connechive issue na
» oiner body pan [T s
» Cell type 10288
» Organatypic / 3D culture 208

Cell fypes tool (Condition search tool)
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Dataset: 392 categories from data selection: HS_aggr_scRNASeq_10x_HUMAN_GL-2
Showing 7 measure(s) of 7 gene(s) on selection: HS-2
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Parcant of Expression Petential (log2 scale)

Homo sapiens (392)

Celltype | con state agoregates  cells  avg expr.
CD4 follicular helper T-cell — 178 s an
CD8 kssue-resident memory T-cell advated exhausted a2 1488 420
CD8 cptotoric Tcell exhausted, proliferating . o7 a1
CD8 & T-cell s 218 409
CD8 ssue-resident memory T-cell exhausted 07 2848 382
pericyte proliferatng 1 ® a9
Thi7 T-cell prohferatng 1 ” 87
CD8 stem cell memory T-cell exhausted * 1%0 a0
CD8 T-cell exhausted, proliferating 3 18¢ arr
CD8 kssue-resident memory T-cell exhausted, resting 38 1232 374
CD8 T-cell acivated proliferating . (] 387
CD8 T-cell proliferatng a5 2240 340
CD4 follicular helper T-cell actvated ' 1 342
CD4 T-cell proliferatng 20 1838 33
CD8 T-cell exhausted 2 3881 £
CD4-CDS8 alpha alpha positive T-cell -_ 4 18 32
comnventional dendritic cell 1 acvated 1 4 129
CD8 T-cell adwated exhausted 4 232 318
double positive thymocyte - o5 141413 313
Thi7 T-coll - £ se17 a0
CD8 cytotoric T-cell exhausted 100 soss 308
CD8 tssue-resident memory T-cell exhausted, interferon response-associa.. 20 71 208
CD8 effector memory T-cell exhausted kel 5388 308
CD8 regulatory T-cell “ e 200
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Cell lines tool (Condition search tool, Gene search tool)
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Dataset: 2323 anat/cell. categories from data selection: HS_AFFY_U133PLUS_2-1
Showing 1 measure(s) of 1 gene(s) on selection: HS-2

@ Lincot
Level of exprassion
Homo sapiens (2323) Hion
Bpandall || Collapseall || < || > | 7 & o 0 a1 1z a5 we
¥ Anatomy - - . t ! . - - : 1] 25474
» Tissue 14878
» Celltype 10288
» Organotypic / 3D culture 208
¥ Cell Lines e || o738
v normal cell lines 1250
¥ embryonic cell lines 9
¥ HEK293 derived cell lines 91
HEK293 "
HEK293-CD44s 2
HEK293-EBNA 8
HEK-TLR2 2
hIMP1 Dmut 2
nIMP 1 wt 2
miR-155 4
miRK12-11 4
PCDNA3.1 s
» stem cell lines 91
» normal tissue cell lines 1168
» pathological cell lines —t || 880
» fibroblast cell lines 142
» lymphoblastoid cell lines 1831
» xenograft derived cell lines T 72
7 8 e 0 11 12 13 14 15 18
Cancers tool (Condition search tool, Gene search tool)
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Perturbations tool (Condition search tool, Gene search tool)
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Dataset: 31 pedurbations from data selection: HS_AFFY_U133PLUS_2-1
Showing 3 measure(s) of 3 gene(s) on selection: HS-2

Log2ratie
25 20 15 10 05 00 05 10 15 20 25
Dowan-regulated Up-reguiated
31 6£ 4207 parturbations fulilled the filter crtaria
Filter values for @ AMPD1
. 3[is
Homo sapiens (31) 3|3 & TogZmatio . Folo-Change  pvalue
kidney transplantation study 9 (late) / normal kidney transplant 470 8491 <0001
colorectal cancer study 13 (hypp. pol.) / colorectal cancer study 14 (twad) 240 700 0034
tumor supernatant activation study 3/ untreated memory CD4 T-cell sample 218 408 <0001
tumor supernatant activation study 3/ memory T-cell activation study 1 203 417 <0001
CPFE study 1 (fibrous) / CPFE study 1 (emphysematous) 187 413 0022
Crohn's disease study 10 / colorectal cancer study 13 (twad) 180 440 0044
Barrett's esophagus study 3/ esophageal squamous cell carcinoma study 1 173 470 <0001
2alypsis study 2/ untreated OPM1 cell sample 108 320 0033
ulcerative coltis study 11/ colorectal cancer study 14 (wad) 163 311 00
Kidney transplantation study 20 (ABMR) / normal kidney tissue 137 404 o020
Barrett's esophagus study 3/ normal esophageal epithelium sample 129 348 <0001
Kidney transplantation study 20 (CAN) / normal kidney tissue 108 3s4  oon
osteoarthritis study 4/ theumatoid arthritis study 2 151 328 ooos
breast cancer study 14/ normal breast tissue 155 a8 <0001
colorectal cancer study 2/ adjacent colon tissue 168 242 <0001
ulcerative coltis study 17/ normal colon tissue 471 232 <001
colorectal cancer study 13 (cre) / colorectal cancer study 13 (hypp. pol.) 178 367 o009
colorectal adenomas study 5 (1arge) / adjacent colon mucosa tissue: -183 382 <0001
pancreatic cancer study 3 (ipmc) / pancreatic cancer study 3 (ipma) -187 580 0008
colorectal adenomas study 5 (small)/ adjacent colon mucosa tissue 201 424 <0001
colorectal cancer study 13 (crc) / normal colon tissue 207 343 0008
colorectal cancer study 5 (vad) / normal colorectal tissue 210 <63 <0001
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Development tool (Condition search tool, Gene search tool)
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Dataset: 9 developmental stages from data selection: OS_AFFY_RICE-D
Showing 3 measure(s) of 3 gene(s) on selection: 0S-0
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Level of axprescion (signal intansity on Affymstrix Rice Genoms Avay)

Stage of development ( \

Number of samples.
E

Ref genes tool (Gene search tool)
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Dataset: 176 samples (sample selecton: MU_AFFY_430_2-22;

S1gnal Imarasy 1053 scale)
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Ortholog search tool (Gene search tool)
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Sequence based score (PAM) Expression based score (Expi)
120 100 80 60 40 20 0 10
less similiar more similiar  less similiar more similiar
Query gene: FOS from gene selection: HS-1 | Change...
Gene | Organism & |PAMA |Exprv | Measured Entity | Platform | #Tissues |
FOS Homosapiens - - 209189_at Affymetrix Human Genome U133 Plus 2.0 Array (Default) 391
Orthologs
Gene | Organism 4| PAMA |Exprv | Measured Entity | Pratform | #Tissues |
FOS  Canis lupus 3 Cfa 9039.1.A1_at Affymetrix Canine Genome 2.0 Array (Default) 20
Fos  Mus musculus 1423100_at Affymetrix Mouse Genome 430 2.0 Array (Default) 340
FOS  Rhesus macaque B MmugDNA 38565.1.51_at Afymetrix Rhesus Macaque Genome Array (Default) 93
FOS Sus scrofa [Ssc.1555.1.A1_at Affymetrix Porcine Genome Array (Default) 52
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Hierarchical clustering tool (similarity search tool)
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CO'EXprESSion tool (Similarity search tool)
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Dataset: 163 perturbations (sample selection: HS_AFFY_U133PLUS_2-1)
Target gene: PCSK3 (227759_31) (gene selection HS-0) | Change..

Pearson's comelation coeflcient

Signature tool (similarity search tool)
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Dataset: 3781 perturbations (sample selection: HS_AFFY_U133PLUS_2-0)
20 probes (gene selection: HS-0)
Logz-atio
25 20 45 40 05 0005 40 15 20 25

Dowrreguisted Up-regulated

Your Signature.

Homo sapiens (Top 50 most similar Perturbations)
etanercept study 1 (late)/ psoriasis study 6 (iesional)

ciclosporin study 8 (lesional) / atopic dermatiis study 7 (baseline)

tudy 11
brodalumab study 3 (late) / psoriasis study 11 (late)

etanercept study 1 (late) / etanercept study 1 (early)

1
ciclosporin study 7 (lesional) / atopic dermatits study 7 (baseline)
1

1 (ate).

tucy 11
brodalumab study 3 (late) / brodalumab study 1 (late)

(ate)
study 1 1(ea
study 1 1 (early)

(psoriasis)

1
brodalumab study 2 (late) / psoriasis study 11 (iate)

brodalumab study 2 (1ate) / brodalumab study 1 (tate)
study 2 1 (ate)

(RBALD)
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Biclustering tool (similarity search tool)
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20 probes (pene selecson HS0)
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2-Gene ploi tool (Similarity search tool)
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