illumina

BaseSpace Correlation Engine

single cell RNA-seq & ATAC-seqDf##T

JJO)l/t)I/ﬁ-ﬁﬁlat‘fHHﬂ BRI DR E ML EEDERICAITTREIC
T—HDIRE - FETIERAT P B AR EYMZERNHREAD T —R /Ny IONREE > TL\E T, BaseSpace
Correlation Engine(BSCE) [f. 1L T DB DS EESEE TS Y N T4— LR B L TZORITEITL)

AL IV TVXLEFIALT. 3

INTYOTF—IR—=X|ZEEFINT single cell (sc)
RNA-seqg & Usingle cell ATAC-seadDT7—%%
BELRFIL—V3aVNTICLVERT—Y51I3JIC%
EUNHR,

MEREBEDT—Y DA IR— RN ATRE,

BILF. T/ LAMapDERIEFI AU TiDEE D@7 —
9 & @tti}(ﬁ**ﬁb\\__‘-ﬁbo

WA L7 UARB DT 9IS U TR AR RENE
FtermDiEE %= NiglledZ (full Ensembl IDs
etc.),

BHRRORIBEE) /NI — U =B ENITIBR TEDLDITH
fEER S EUMAP TR,

UMAP#T ST 1 v o DIERICB#tDPartek™ Flow™
JRT LEFIA,

BREDINSX—Y%EH\\fzscatter plotRR=ZEZFIALT
BHBRRDBICFEE/NY— DD EZAIU/NA AT —
H—DEEAZ1t.

MERDBSCEDMetaf@tr HAL TN\AAY—H—1&FE
néﬁ%ﬂif&%IE#Ejjo)EEnEb\\__rﬁbo

umap_2

BERUTVWRTH EXTEMSR

BLFREEON\IAY—H—EREDEREZIELET,

UMAP

20
oligodendrocyte pr cell of Control
ohgodendroc“rsor cell of Case

vip GABAergic cortical interneufon s

ool | microgliakeall of Control
bralicOMex GABAergic interneurom@RControl
Fease ﬁ microglial cell of Case

o

lical interneuron of Case
euron of Control

uron
cellof Control

o
o1 endothalial cell of Case

L2/3 intratelencephal

5.0
CK-0wk - cluster et KWk - cluster 1
e H1WK F cluster 3
K-k~ '\(‘tﬁ R /‘- - , CKg2Seiuk - cluster 7
25 CKp25-1wk - cl‘ﬂiiér! oL luster 7
. CK @wk ﬂu k cluster 7
CKpZSr—Bka-‘cluiGlo-Zwk. clus -' -CK-1wke- cluster 7
CK-Ouk — custer 5—ssCi-2uk cl &W} clusfer
CK-1wk - cluster 5T, o~ e st SW “cluster 2
ok @5 AT wg
CK- Cszs clg T
CKp25-6wk - lfitet 5 )iknowkr usterd . .
0.0 cszs—zvao?uuslers cﬁﬁzs hgc CIW %Wél K‘i;e "
cxpi'&-dw “Cluster 4 99;5
. é.( m{ cluster 47771+ Cteﬂrk
s»k clusteia 2wk us usterd. * er 2
o Khsﬂwk aumpls 1w1«-:4$7er2
CK-2wk - tluSterO [(pZS Mk clusters.
-25

Aeas
CK.’];-M( cluster 0, :1= 2., - clu(imgdwk clustera  ©

lev‘m L ?
P vy )@%3‘5‘ Mﬁrzs 2wk - |is{e 1

" N CKp25-1Wk’- cluster 8
CK-6wk - cltster

N wﬂ"i?“‘ ..%CKpZSOwk cluster 8
. ﬁﬂ&zﬁ “owk - cluste?

8k owk - cluster 8

single cell (sc) RNA-seq &ssingle cell ATAC -seq data
10,062 features
Symbol | EntrezGene ID | Imported 1D | Adip-value | Fold Change | P-Value | Pct1 | Pct2 | Rank
HSPH1 10808 ENSG00000120694 2.2E-42 -15.6613 5.9E-47 0204 0616  -59E-47
HSPA1B 3304 ENSG00000204388 8.9E-41 -58.7701 2.4E-45 0048 0502  -2.4E-45
HSP90AA1 3320 ENSG00000080824 9.7E-40 -5.4415 2.7E-44 0722  0.843  27E-44
DNAJB1 3337 ENSG00000132002 4.8E-38 -9.6293 1.3E-42 0363 0665 -1.3E42
HSPAIA 33038 mmenesesnsnn ———— m— s——— = == e
8,025 sequences
HSPD1 2309 Sequence Region () Mapping Gene @ Region Position Fold Change P-Value AdiP-value Pet1 Pct2 Rank
chr13: 96435974 .. 96444985 ——@s——  OXGR1 PROMOTER 17.7156 1.0E-317 1.0E-317 0364 0024 1
FOSB 2354
— chr5: 169465479 .. 169469305 —am— FOXI1 PROMOTER 17.623 1.0E-317 1.0E-317 0387 0024 2
chri5: GJD2 PROMOTER 15.3494 1.9E-297 3.7E-293 0.25 0019 3
ohr5: 147184324 .. 147191542 ——@=——  SPINK1 PROMOTER 14.1528 1.4E-149 2.7E-145 0134 0011 4
chr12: 106692292 .. 106694551 ——@s——  ASCL4 PROMOTER 13.5802 2.8E-206 5.5E-202 0.17 0012 5
chr10: 50177193 .. 50205543 ——@s——  C100rf71 PROMOTER 12.3053 1.0E-317 1.0E-317 0432  0.04 6
chré: 46928208 .. 47030639 ——@e=>—  ADGRF5 PROMOTER 12,0175 1.0E-317 1.0E-317 0935 0193 7
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Study Name: Medial orbital frontal cortex cell types i
Includes 13 biosets

Organism: } Homo sapiens

Data Type: RE RNAExpression

> STUDYDETAILS > BIOSETS v REGULATED GENES & BIOGROUPS

ACTIVE GENES | ACTIVE BIOGROUPS |
(= )
Enter a gene name to see if it is significantly regulated among the biosets of this

Select gene

Gene Correlations | 13,645

HSPB1
IMRE™ peat shock 27kDa protein 1

DNAJB1
MERRNRREEEE™N Dna) (Hsp40) homolog, subfamily B, member 1

NEFM
L IBIE®E ncurofilament, medium polypeptide

NDAL
IMEE™E NADH dehydrogenase, subunit 4L (complex [)

Mlaall  RPL26
ribosomal protein L26

® ®@ ® @ © ©

ND5
RRRRRTEERE"E NADH dehydrogenase, subunit 5 (complex 1)

BSCE Metafi#tflc & Bsingle cell T IV —T R

Biogroup Correlations | 15,149

RUBENSTEIN_SKELETAL_MUSCLE_SATELLITE
Broad MSigDB - Cell type signature gene sets

protein targeting fo ER
GO

® N_u_EgENen__-

establishment of protein localization to endoplasmi
o]

Bioset 1 (Bs1)

Astrocyte medial orbital frontal cortex
COVID-19 cases _vs_controls

Common genes (all)

Biogroup 1 (Bg1)
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LITE_CELLS

e Total genes: 208

Significance of overlaps between gene subsets
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Broad MSigDB - chemical and g1

RUBENSTEIN_SKELETAL | 1 Up-regulated genes: 1426
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| Down-regulated genes: 1435
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Broad MSigDB - cancer modules
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Broad MSigDB - Canonical Path
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