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Single cell RNA sequence data

Sequencing Cell Typing

fastq
Ex1: Gene-cell matrix, Cell type, tSNE / UMAP

samplel S16 LO01_R1 001.fastq.gz
samplel S16 LO01 R2_001.fastq.gz

Ex 2: Ex 3:

ptl.barcodes.txt.gz || GSExxxx_normalized counts.txt
ptl.genes.txt.gz
ptl. matrix.mtx.gz Ex 4:
GSExxxx_normalized_log2TPM_matrix.rds
pt2.barcodes.txt.gz | | GSExxxx_cell_annotation.txt.gz
pt2.genes.txt.gz

pt2.matrix.mtx.gz Ex 5:
ALL_cells.Rdata /ALL_cells.rda /ALL_cells.rds




Ex 1:
samplel S16_LO01_R1_001.fastq.gz
samplel S16_LO01_R2_001.fastq.gz

+

@R00360:125: HMCK3DSX5:4:1101:3549:1000 1:N:0:TAGGACGT
CNGATACTCTAGATCGCCTGETATARCTTCACTGICTITIGCTIIGT I TTATATTTACT TATTGCRAATTGTTTTACCT TTGTARCCAGGARA R A R R A TATGTATAR AR R A ATGARTTCTGAGGTTGTGATTTCCAGATGTICTGGTTTACCTT

F¢FFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFF : FFFFFFFF: :FFFFFFFFFFFFFF: :FFF:FF: :FFFFFFF:FFF:F,FFFFFF:F:FF:F:FFFFFF::F: F:F:F::, Fio:oFiF, FF,F
@R00360:125: HMCK3DS5X5:4:1101:5737:1000 1:N:0:TAGGACGT

4+

[ barcodes.tsv E9 I

CNCTGGGCATARTGAGCCGARRTARCGTITITTITITITTIITITTITITIITITITTITITTIITITTATAAGTAGT CACACCCGAGTGGCCCGEGTGETGTIGCTITGTATTTICTCGGTACRCCGCCACCCCCCCCCCCCCTTGTCACCT

F#FFFFFFFFFFFFFFFFF: FFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFFF:FFF: , FF,, ,F,,,:,,:
@R00360:125: HMCK3DSX5:4:1101:5773:1000 1:N:0:TAGGACGT
CNTACGTC AR TAGTAGAR TACCACA R GAT T TTTTT T T T T T T T T T T T T T T T T T T T TAACCCAR R A CAR R TACACTTTATTGARTGCCATTGTAGRRRAGCGTGTGAGGATARAGGGCTGATGCAGGACTCGGCTGTGGEGACCGGGCGAGGER

EvveeEretornnsEiEr e i Erpyity, F6,, 2, ,F, FF,F,  FFF2,, ., Fi2

HTE T

Ex 2:

ptl.barcodes.txt.gz
ptl.genes.txt.gz (ptl.feature.txt.gz
ptl. matrix.mtx.gz

Ex 3:
GSExxxx_normalized_counts.txt

Ex 4:

GSExxxx_normalized _log2TPM_matrix.rds

GSExxxx_cell_annotation.txt.gz

Ex 5:

ALL cells.Rdata / ALL_cells.rda /ALL_cells.rds

[ genestsvy B3 | =] matris.mtx E3
PMCATACAACCAC—J. : FNSG00000243485 MIR1302-10 1 $3¥MatrixMarket matrix coordinate real general
i 2 %
AAACATTGAGCTAC-1 2  ENSG00000237613 FAM138A . TR
RLLCATTGATCAGC-1 3 ENSGO0000186092 OR4FS - 32709 1 4
AAACCGTGCTTCCG-1 4  ENSG00000238009 RP11-34P13.7 01 1L
S = S N - 6 2 T X
ALRMCCGTIGTATGCG-1 5 ENSG00000239945 RP11-34P13.8 - 32704 1 1
ARACGCACTGGTAC-1 G ENSG0O0000237683 ALE627309.1 8 32703 1 5
ARACGCTGACCAGT-1 7 ENSGO00002399%06 RP11-34P13.14 = 32702 1 ¢
RARCCCAAGCATCTTG-1 ARACGARAAGTCTAGARA-1 ARLACGARAGTGGACTG-1
MIR1302-2HG 0 0 0 0 0 0 0 0 0 0 0 0 load("Allsamples.Cellview.Rds")
FAM138R O 0 0 0 0 0 0 0 0 0 0 0 0 [l;sj"f’atuxedata" "log2cpm” "tsne.data"
CR4F5 0 0 0 0 0 0 0 0 0 0 0 0 0 o
AL627309.1 0 O O O O O O O O O O O Fesdemme SR
AL627309 v 3 0 O 0 0 0 O O 0 o O 0 o Esgiggzgg;;z;; high mobility group AT-hook 1 pseudogene 6 [Source:HGNC Symbol;Acc:19121]
AL627309 @ 2 0 0 O 0 0 O 0 0 O 0 0 O ENSG00000207157 RNA, Ro-associated Y3 pseudogene 4 H :142488])
h1627309.4 0 0 ©0 ©0 ©0 O O 6 O O 0 0 ING00000282580 - REN, U6 smai) hmoleat %, passasgens hssrazsas)
;LI_732372 i l 0 O 0 O O 0 O O 0 O O 0 ENSG00000235205 E;Egmggzz:.322212522?;:::2??“2:.p;:::&?g:ziip.woqrce.:IGNC Symbol;Acc:39256]
ENSG00000223116 13 23551994 23552136
ENSG00000233440 13 23708703
ENSG00000207157 3 23726825
CellID PT.ID CellType ENSG000002291 :113 23743974 23744736
000252 2379157 2379167
AAACCCAAGCATCTTG-1 PT2 B mvssoooooesszos 13 2ssiress  2ssaises
ARACGAAAGTCTAGAA-1 PT2 B mssoso0s2zsis o ALieresia  meRi
AAACGAAAGTGGACTG-1 PT2 B Chesrs | masc
AAACGAAGTTAGGACG-1 PT3 T g, i
AAACGAAGTTCCAAAC-1 PT3 T Saammene RYN| AR
Vi V2 V3 dbCluster
ARACATACCTGAGT_1 -14.9156499  1.1204853 NA Alveolar
ARACCGTGCTGGTA_1 21.1800386 -12.8124090 NA Alveolar
ARACTTGATTGCGA_1 -11.2694343 -32.7109921 NA Alveolar
ARRGACGACAACCA_1 -11.4793279 12.3949574 NA Alveolar
AAAGAGACATCGTG_1 -20.6930182 0.7088419 NA Alveolar
> pbmc<- readRDS ("pbmc stepl.rds") AAZ}GATEIAI';GAACZIH 0.5549105  7.4902073 NA Alveolar
> phme e .'U;iACATACCIGAGI_l ARACCGTGCTGGTA_1 AAACTTGATTGCGA_ 1
An object of class Seurat ENSG00000228463 0 0 0
32738 features across 2638 samples within 1 assay Eggggggggz;::i j j j
. Active assay: RNA (32738 features, 0 variable features) ENSG00000177757 0 0 0




fastq X
Gene-cell matrix X
Gene-cell matrix + Cell type | QO
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(Nat Commun. 2020, Fig. 1d, Fig. 2e, Fig. 2f)



fastq X
Gene-cell matrix X
Gene-cell matrix + Cell type | X
Gene-cell matrix + Cell type+ | O
tSNE / UMAP information
d 4087 Dendritic cells, e CD1c+ DCs (LCs) CD141+ DCs CD207+CD1a+ LCs
7 Clusters ITGAX CLECSA _ XcAt _ co207 CD1A

pDCs CD163+CD14+ DCs
CLEC4C

«CD1c+DCs (LCs) +pDCs
*CD141+ DCs CD163+CD14+ DCs
» CD207+CD1a+ LCs # Activated DCs

(Nat Commun. 2020, Fig. 2)
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column B: EGFR - gene expression RNAseq - HTSeq -
FPKM-UQ
Unit: log2{fpkm-uq+1)
@

cohort: GDC TCGA Lung Adenocarcinoma (LUAD) (n=877)

column C: sample_type.samples

column C:
sample_type.samples
@ Primary Tumor
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