Automated marker descriptor
for single-cell RNA-seq.
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Single-cell RNA-seqg

* OnucaHmne KNeTo4YHoro pasHoobpasua

* [TONCK HOBbIX KNeTO4YHbIX NOATUMNOB U bonee AeTa/ibHoe ONMMCaHne
yxe N3BeCTHbIX

* AHanus TERYLLEIO COCTOAHNA KNETOK
* AHanus dKCNnpeccnn MmHOXKecCtBa reHoB B KOHKpETHbIVI MOMEHT

* [Monck cneunPrUUYecknx KNeToUYHbIX MapKepoB



Single Cell RNA Sequencing Workflow
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Single-cell RNA-seq workflow

1.Cells from
suspension ©

2.Microparticle
and lysis buffer ®

+ C [ (™

3.0l

7.Reverse transcription

with template switching STAMPs
6. Break ._C,Cc&"j\’x\\ ‘ ‘é - 4

droplets = \_ i | W # . Nf. ©SPCH

— I~ ) == — | ~@ —
b, & - § P
it Qs o ¢\ (STAWPS
3\ N ‘ \ Eeogu s N as template)
éco"' w0007 4 % CCC oo R

Cell  Microparticle 5.RNA hybridization

4.Cell lysis
— .
(in seconds)
mRNA

= - ] % .
= == 9. Sequencing and analysis
— S ——
® Each mRNA is mapped to its

"=—="—=— > cell-of-origin and gene-of-origin

j———yj |
———— — ® Each cell’s pool of mMRNA

_— can be analyzed

= =



[loBEPXHOCTHbIE KNeTo4YHble
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Llenb NpoekKTa

* HayuynTtbca cpaBHUBATL KAAacTePbl KNETOK (K/1eToYHblie NoATUMNbI)
MmeKay cobom

* Bbigenntb Kak MOXKHO 6onee ToUYHble N AeTanbHble Habopbl
NOBEPXHOCTHbIX MAaPKEpPOB, MO3BONAOLWNX NAEHTUOULUNPOBATL TOT
NN NHOW KNEeTOYHbIN MoATUN
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? Gene Ontology Annotations

Term | cell surface
ID | GO, 0002886
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Symbol, Name Chr Annotated Term Context Proteoform Evidence Inferred From Reference(s)
54304129D17Rik, RIKEN cDNA external side of plasma 3 2 =

5430419D17 gene Fré ki 7 e IBA PTNOO1063451 }:161428

5830411 M06Rik, RIKEN cDNA external side of plasma : :

5830411N06 gene 7 b IBA PTNOO1063451 3:161428

5830411 M06Rik, RIKEN cDNA external side of plasma ' . . ’
5830411N06 gene 7 e anbrsris is a part of gamma-delta T cell. DA 1:137854 [PMID:186413(
Aamp, angio-associated migratory protein 1 cell surface IS0 013685 1:164563

Abcal, ATP-binding cassette, sub-family A | , cell surface IS0 RGD:631344 1:155856

(ABC1), member 1

Abcal, ATP-binding cassette, sub-family A 4 external side of plasma IDA 1200890 [PMID: 230317
(ABC1), member 1 membrane

Abca?, ATP-binding cassette, sub-family A v g 1:206915 [PMID: 204952
(ABC1), member 7 1 | eelinsee e 1:207821 [PMID:129174(
Abckla, ATP-binding cassette, sub-family )

i i 5 cell surface IS0 pP08183 1:164563

* GO annotations for cell surface proteins

* Mice



tSNE - T-distribution Stochastic Neighbor
Embedding
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Marker distribution for each type of cell: first shot
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Marker distribution for each type of cell: second shot
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YTO nony4ymnochb?

* PeannsoBatb aAropmTMm, CNOCOOHbIN HAaXOANTb NOBEPXHOCTHbIE
KNeTO4YHble MapKepbl, JOCTAaTOYHO XOPOLLO ONUCHIBAIOLLNE KAKYIO-
nnbo cybnonynaumnto KNeTok (CpaBHUTENIbHO CO BCEMM OCTa/IbHbIMMU
MapKepamMmm 3TOro Knactepa)

e ABTOMaTM3NPOBATb NPOLLECC NOAYYEHUA U aHANN3a HYKHbIX
NOBEPXHOCTHbIX MapPKepoOB ANA pa3HbIX TUNOB KNETOK



Cnacunbo 3a BHMMaHuMe!l
(Bonpochbl?)



