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1 BEASSESEN
1.1 AR RE

EAYRRRELREAE (Single-Cell Transcriptomics) EARBENMARPERRINEA, EEBRIAREREERKFEL
NEEYE. SEENERENFEA (BEESMEREHEATHT) AR, RAREREEIYR MIEET
SEERNANRF, TTLURHAREERNERRAEE. RAEERANRF (single cell RNA sequencing, SCRNA-
seq) XBERPHERIEFTIRSIONT, TEHEEEAEE. ARTEHMERFEMEERSTE. TRRIrSHEERERR
TFHEABDWEIRFRIEEEFR. RAREREFTEARERIATIESRAEHR. RRARHFTAIEN
. CRRARKEHERRES, BEETRENRENAERS, BYSINBEEFNRERERA (Disc-seq:
Droplet-indexed high-throughput single-cell sequencing) , B B IR E N HEHFA UK S EN AL & A
B %8 EE R E P, X BDroplet Index AU ARSCHIHERAGBIEA DT, TEREPSABIBRMRAIEHR mRNA 5
DNA SF R AT REI<EE—REHIAAITRERESI, %F cDNA ] Droplet Index #H{TS EEFIZEFINIE, BIEJ—XRiE
REAEMRNERRATREEANXERER. AR SENRERMIBNERAL Drop-seq SFE 1%-3% BY
‘RIBEIERIEEL, ERCERIEEZE30%-60%, BEIRS TMRNFIAR, BETEXMERIRAE.

DNBelab € &5l
BT TAS

DNBelab C &%
BIMA T RIS ER

mal DNBelab C &%
5 R S Y

D\_,\.,..(_.TJM"‘

E1-1 BRI ES

1.2 A=

NERERE, HTHRABRERERESENREMHIEER, BfEADNBelab CRIISEBERMERNANEHFIIFIEE
4#V3.0, 1BIiIDNBelab C-TaiM 4AR4RERBERNIN, BHISTFHMEE (%) BREVHERRNAERZFIESES
e, BRBIREERAIAHIACell BeadsFl/\#EkIndex Carrier{EARERE, BILREHIMERAN, SHIREF
HWIAERREEE, #HmEkRE. AE, E8NRET, MIEREREMMRNA, Ki#IRCell BeadsEERC ell
Barcode, /)\#iEKIndex CarrierBfDroplet Barcode, SepiikiamiEEERMaN, BEEHEZLEIKICDNAREF=4F]
Oligor=4, o BIHITcDNANEFOligoM EREE, &5 ENRFE, #HITEED .
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<.

Capture Seq

Cell Beads

Droplet Index PCR Handle

E1-2 BRI
1.3 BtrifiiE

dnbc4tools! B—EAEMIEEFMRARIGHISIENETE, TERTMIRANIER Next Generation
Sequencing (NGS) #uE. X TEER FREEH. $UETE. Y., BRESHESTINEE, B ARRER
H—uh=(RE S R, BRo I T ER-:

(1 ssvarkersten | [ s l
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2.SingleR4IMEZE  |[€==| graph-basedZE = o SNEWEYE dm o AT = FEAR S My
\ﬂ?ﬂ% ) L 3. UMAP 44k 3. ZBRIFHIRNAYS G

)

p
1. Monoc 1 el ¢ Wi 1. TR RN R 1 SRR R

2. PAGASMHT 2. MarkerEFThAE | €= | o gupufEoN || s ¢

3. RN A7 G 3. 400 5 e Se it 2. R REA AL
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L b : L EHFBEN |
2 ST | — o e 2. SEflu M AR MERIHT
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2 ISR

2.1 REESR

2.1.1 &SRR

NEHIETHE, &¥tread1flread 2l TEUERIR. read18&20bp cell barcodeF5l, 10 bpUMIFEFILAK cDNA
5, read2{¥BEcDNARS, ETRERdInbc4tools TERFread1Fread 2T I8, FIRFIHERNER.

=1 THEGERESIIT SR

cDNA Fraction

. . Sequencing cDNA Q30
SampleName Species Number of Reads in . ]
saturation bases in reads
reads cell
G1-SC-1 Mus_musculus 627,507,641 56.45% 37.02% 91.70%

SampleName: #HAZR,

Species: &R,

cDNA Number of reads: BITNFFIZFERIGRIREIARCDNA R ERRRVEE.

Fraction Reads in cell: TERTENFEIES, BB ECEIR MAKBRIreadsFT SAIELHI.
Sequencing saturation: UFEEFIE,

cDNA Q30 bases in reads: cDNAFSI FERFBRED KT ETI0NHEEF SHBSLL.

2.1.2 BEEALLY

{£RdnbcatoolsiXitiGclean readstbXIRISEEREAE £, FRIEERITRENG, SRS EIERES ELINRER
HEMEFX, ASFRMERBXEXEreadstbfl, LEXIERIR2:

=2 LEXIERFITER
Reads Reads Reads Reads
mapped mapped to mapped to mapped to
SampleName Species PP p[.) . pp. i PP .
to exonic intronic intergenic
genome regions regions regions
G1-SC-1 Mus_musculus 94.64% 86.5% 5.6% 7.9%

Reads mapped to genome: 7EEMIFNIFERESITR, LLXIRISEERA FAIReadsTEE ReadsHRTHRILL
IR

Reads mapped to exonic regions: 7ESRITNIFERESITR, LENRIERA/IMNEFXIFAIReadsTEL Reads
R SRIECH,

Reads mapped to intronic regions: TEERRENIFEGEDTH, LEXXEIEEABRN S FXIERIReadsTERReads
SRR S AIEE A,
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Reads mapped to intergenic regions: fERMENIFEIESTTH, HEXIEIEREBPIFRDXE (REREEX
1) HYReadstERReads T SHIELHI,

2.1.3 BEEIREES DT

fEEAdnbc4toolsiis, FEHEITRISEEHRE A —IERreads (Uniquely Mapping Reads) SERERIRIRI KRR
HRFXE (UMIFE) #1751, BEISMIBERRER, BRERIEKS:

=3 EREKE RS
Estimated . Median Total
. Median UMI
SampleName Species number of genes per genes
counts per cell
cell cell detected
G1-SC-1 Mus_musculus 13,314 5,563 1,631 24,651

Estimated number of cell: ¥EFRAOZABEEL,
Median UMI counts per cell: &MEIEFUMI (Unigue Molecular Identifiers) B9EERIPRIEL
Median genes per cell: S MAEENEIRIEREEIHREL,

Total genes detected: FERMENFEDHTR, EMENEI—KUMI (Unique Molecular Identifiers) YRR

BE.

BEAREIEMsrc/summary/BGl result/1.raw _data/2.report

2.2 FuiEtREE(

2.2.1 IR IE

WBERIERTIRRER, ERERMAESMETENRETEE2MRUALNAER, MER—MEETRIMERTE
& AEERAICell Barcode, MMI#AA—MARAYIARIE. XEWARNERFREMUZIRIUMIERIE
U ERAREZ BRI L, BIITRESHEAEMERENE EmarkerBR, RIAMIEREIETERHRE

8. {FEFREDoubletFinderi S IRRIEHITAEIHTIE.
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G1-SC-1

A
“ N
104
o
N
% o ® Doublet
= . ® Singlet
-
_10-
N oy
_15 10 5 0 5
UMAP _1

E2.2.1-1 SUHELEREUMAPE
Doublet: JN4BHE, Singlet: BN
TGS IE S, FRRESoUpCEBRERATHR, REHTEMEE.
2.2.2 HRRIE

{EFARESeurat* W MERINAR X ES BIHTRIZ, BERRINEESHBTRES . BT EIIERE
ESHEMUMISHRE, TTLUHMEE MEmAVERIEENRERRIAER., ZRARNALLE], RNAMEMRIAERHE—E
TEE ERIHMIETEMRE, —ASRI, SRRRNALLAIE(R. RNABESZEZ, RNARAEHSHMIE, HEiEH
RE#YT.
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E2.2.2-1 RizERINEEE

ZE: mRNAZY; E: mRNARAE, AE: ZRARNALLAI, SB—HEARIEZRINEIEER, S "HEAR
EZENEIEER. RIEEEERHTEIETIE, TIREMRNARIAETREITS, IREHRIARNALLEITS
ROZRRE (IRt (REBEEEATS00LARLAMAERE SH/NVF20%R9485) .

2.3 SEEEEIFFIPCAPRYE
2.3.1 STISEREI%

ETE8MRTEERRAETIENSRE (WEMSE) |, EARE-SeuratfEEHE MRPENSERERN
ER, BT FEHIPCADHT. ARG ESEERSH2000MER (AT TRESERNITR, 2S5 s
BRI, IREFREAESIKET2000) .
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HEREMEIRR TER (Principal Components) ZBREANERNEFRASHMBEETSEN, BEITEE
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BT NHEREENER (BOARRRI SMERR T N o)
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E]2.3.2-1 Top15 PCHIFELERE]
FFRr MR, BRI ER, BEFRNaRA, RERRERE.

2.4 MRS RIEF

2.4.1 MHpRERSE

BARREDTHTE N RAE—MR, TEEEINRRIXEERNERRAECRIER, ReRE
graphbasedBREEESEINIDRRE, BEAAR—Ncuster WM, BERFRIMERREL, IREGS MR,
{ERHarmony BRI TRAERE, MNMEMHLRRN, HME T o,

PCA tSNE UMAP

® G1-SC-1 ® Gi1-SC-1 ® G1-SC-1

B2.4.1-1 JHEEPRAEERSE

MERIAKKXEPCA, tSNE. UMAPE],

nCount_RNA nFeature_ RNA percent_mito

6000
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2000

3000 40

30
2000 20
1000 10

E2.4.1-2 ISR UMAPE

EE: UMAPEIRRT SAEIPARNATINST. REMEREIRIETRNAT SN REBIEH, HohR
TERFTBENOEEENS. FE: UMAPERR T Mo NE R RS RIS, S SERIER,
SR TERGENATHER. AE: UMAPERT T S AR ERAL RIS, MG EREIRT
A BRI R,

2.4.2 {HpESB¥
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E2.4.2-1 RS EE

ERD R0 IWEEHITOEE, XHFRTHIRUMAPE—RSY, YHIZRTHIRUMAPE R, #F{aRcluster
wms.
BIIRE-SeuratD Bt BEE—RMRSHMXENERFTIAER, MIEFTIERGp-value<0.05H |log2FC| (log2 fold
change: FAFHLEORAEERES) >0.25NERERATEEERTIK,
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Features
E2.4.2-2 clusteriEEmarkerERERIZES GE
XEARBWER, YihAARRCcluster,
2.4.3 {HAFEEI St

HRREREA(cell cycle)RISHIBM IR D HFRFREI T —R D HTHATERIIEIIE, D AIEHSS RN,
FEHEERREREY, ERNEEMREFFHISEOELER N FHIE. RE-SeuratdaJCelCycleScoringERETAT LR
EENMIENSHEEG2/MED) ERERIAEEH TS, EEESRANFIMNZAEAICESIA(EEG2/MER), F
BTN, JFG1HE, BEEESHIFNG2/MEIZ SMOMIEEHAR, XLMIEiRE BENDNASHIESEMIE S 2E
. AR TERINTE:

Group - G1 . G2M - S

0 1 2 3 4 5 6 7 8 9

cluster

100% A

75% 1

50%

Fraction of cells in each group

25%

0% 1

E2.4.3-1 4RIEEERSHT
XHARERcluster, YIRS MABRTEFGIHE, G2/MEALIR SEARYARRE LB,

2.5 fHRXBL R EmarkerBEERIEE
2.5.1 fHBESEBY R
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REJ-SingleR2ATLAGHHREER L LR FPIIE N cluster SSEEUREEHITHR, 1RIEZcluster S8 & &iE~EH SIS
BHERERFBAEIBECIE S clusterif# T, REBRI—NMTo%ER. BaiSingleRATLGFEAIIFAAFING. BiE
BRIFHImBEEBII N Rl clusterfR S b, %4 ESTIRE,

10 1
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o ® Tcells
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51
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E2.5.1-1 {HpESEEY T REE

XHFRAIRUMAPE—RLS, YHIFRTHIRUMAPE RS, BhREBERR IR EMERE,
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XHFRRIIRUMAPSE—R S, VIERTAIZBUMAPE /iy, BiEEaHLI, R ERAEES.

HaRclusterfFFEmarkerEREFER src/summary/BGI result/4.cell annotation/4.marker featureplot

pEfEEITRERR T8 cluster PR EAXERE, HIEFTIE/Gp-value<0.05H |log2FC|>0.259&H,


http://./src/summary/BGI_result/4.cell_annotation/4.marker_featureplot
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mRNA binding - O

translation regulator activity{ @

N

rRNA binding1 @

translation regulator |

activity, nucleic acid binding ®
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GeneRatio

E2.5.3-1 markerEEGOREDHSIBE

XRERERE G, YHRZRGOIIEED 2., BP: &MdfE; CC: iEEsy; MF: 5 FIh8E.

p.adjust
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Coronavirus disease —
COVID-19 — Mus musculus - O
(house mouse)

Ribosome — Mus musculus | ‘
(house mouse)
Prion disease — Mus musculus | Q _
(house mouse) p.adjust
Pathways of
neurodegeneration — multiple | ‘ 1e-14
diseases — Mus musculus
(house mouse) 2e-14
Parkinson disease — Mus | ‘
musculus (house mouse)
Count
Huntington disease — Mus | ’ O 30
musculus (house mouse) 40
. 50
Amyotrophic lateral
sclerosis — Mus musculus @) 60

O

O

O
(house mouse) O 70

O

Alzheimer disease — Mus | ‘
musculus (house mouse)

Non-alcoholic fatty liver
disease — Mus musculus{ @
(house mouse)

Oxidative phosphorylation — |
Mus musculus (house mouse)

GeneRatio

[E]2.5.3-3 markerEEKEGGIIEED TS BE

XECERER G, YHCRKEGGIER,

HAxclusterg &9 ¥R src/summary/BGI result/4.cell annotation/5.marker function

2.6 HLES

WIS (pseudotime analysis) tBFRAMIIESHT (trajectory analysis) , EISRIEARMEEEZ BER
EFFANER, REHEEERENABER, WEMEMEE — N EIREIRFNEN, LU EIEmaEE s
LR9EFE,

2.6.1 RIS
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BARKFAIFAREANM I LISA S RIS TE S

ESEMHERANEREE, XERREMT AR EHR

FRIPEREE. FMCEMSEFEREGHER, DRERMARNERGE BTESHER. EFSREEHs

&, BEMRLUARSHARUTERRIAITRE.

Ehr b, SMEREBRIEEARIERIREN—1BE. Monocle

SEINTTERSE) (URSIE) PIRSERMARZHERAROSRES, RIS MIENIERLHE, BEeETSAEEIHEEY
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