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Bcl2110 induces metabolic alterations in ovarian cancer cells by regulating the TCA cycle
enzymes SDHD and IDH1

Su-Yeon Lee, Jinie Kwon, and Kyung-Ah Lee
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[ T s ] Bcl2-like-10 (Bcl2110)= &2l S/ 2t oncogenicit
m'woova"aniamrce"lmes tumor suppressor| 7|58 25 ZITICE SKOV3, A27802t
(Lgentfcation of DEG rom ANA-Seq 242 AN3Y MEO|A Bcl21102] M7t M= F7|E HZEF
1"Se'e“‘°"l 1 proliferationg #2tot= A2 SIEHAM, Ata 2 M ZOj|A
o i o e tumor suppressor FHA AgS otCta ey UCH 2 =
-@® -6 22 X2 MEFOMQ| Bl2210 & 7|ME Folsn
Selection of the common DEGs 2 downstream target FHAIE H=dl= A2 FEHLE
ChmmmmDE:M A ACH Bcl2110-suprpressed SKOV3, A2780 MZE CH4
[ Gene ontology analysis J O 2 RNA-seq2 TSI differentially expressed genes
KuEpr pamwayanel'ﬁj; (DEGs)E ¥, O|E RT-gPCRI} western blot £42 &l
[thereguIat?:nn::tirr‘anscriptionw sssbakott i I A5t/ 2, Bcl2110-knockdown £2| CHAIZ EQ| HH 2
o=t | ! o= colorimetric assay kits2 ZrQISHRALE Pathway enrichment &
| Sy | Mo M= Bcl2110 knockdown 2 SKOV3, A2780 M ZOflAf
£ selection l;w;)&:riﬁ:g:tfvgv:y?dgenes YHM O 2 downregulatedE F™ X7t metabolic pathway
oF EHSHH HAHE0 AZS LIEIYCE RNA-seqR 2 =0l
sou:m:m b “ ;::i“m' Sl1, RT-qPCRZ 3%t DEG 240 A= oncometabolite
Succinate®  aketoglitarate S ZES= TCA 2|29 F8 2492l succinate
l dehydrogenase complex subunit D (SDHD)2} isocitrate
[ Bl2110 i nvlved i egulaton o metabols ] dehydrogenase 1 (IDH1)7} Bcl21102| potential downstream
target® 7tsdE ERCL ALHE Bcl2110
knockdown2 &KX Z SDHDSt IDH12| downregulation2 3l succinate?t isocitratel| HXS |FEot
ALE 2 =22 A3 M= A2 Bcl21102| CiAF =F 7|58 X222 THHA2H, Xtz LM

Bcl21100| X|& EIHCZ AEE = ULCHE 7tsd2 AIARMUCH
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SMARTer® Stranded RNA-Seq Kit (Code 634836)
SMART® 7|&& 0|83 cDNA &4 % lllumina® &8 library X%
TAMM|Q| strand informationS 2Qlg 4= RUO{, sense AT EO0|H2 2 &M 75

100 pg-100 ng2| RNA (purified Poly A+ RNA T+ rRNA depleted RNA)OIA Library &%t
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Higher expression of KCNK10 (TREK-2) K* channels and their functional upregulation by
lipopolysaccharide treatment in mouse peritoneal B1a cells

Si Won Choi, Joohan Woo, Kyung Sun Park, Juyeon Ko, Young Keul Jeon, Seong Woo Choi, Hae Young Yoo,

Inseong Kho, Tae Jin Kim, Sung Joon Kim
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Serous cavityOll ?|X|gt Innate-like CD5* Bla MZ= X|& CHER/ (lipopolysaccharide, LPS)2F &2 AI=0f
oI5l ZM3tE|0], T cell independentdt BHA| BHS2 |FEPHCE Ol ME2 6”&!’83& WA M= 2dsto
Taot A2 SHX|TH Bla M=o 7| de|std 542 dAMIA| AFE HE AT 2 =22 MAE2
Ol AF0M mouse B cell lymphoma cell0f| A T 0] independent?t two-pore-domain potassium (K2P)
2ol SHstel HHRE AH5tL, Ca?r FRUE RS HAUSHAL 2 =20 M= mouse splenic
follicular B (FoB), marginal zone B (MZB), peritoneal Bla celldilA| K2P X{'2o| &aint &y H=E MEH
HI WS RACH NGS 2A4 292 FoB2t MZB MZEELCH Bla MZO|A TREK-2 8! TWIK-2 MAINE O = &
Seh2 2 QISIRICE S patch clamp techniqueE O|8dl M7|dz|aty M2 TIHIM OO, FoB2I MZB
MEZECt Bla cellof A § E&AQl large unitary conductance (~250 pS)E 7tX|= TREK-2 2dEE O
= LIEHHCE TREK-2= 2AI1ZE Ol LPS M2| Al O &2 dE EJA2H, Ol= FoB2t MZB M= ECt
Bla cellOf M Cf FE=2{X|H ZQIL|QUCE B cell MEE W Ca®* 5= 28 K EEF (MR (%)2Z ¢
of ZdastRen, ol 8% M= QS 7|ME Ca>r FYUO| FEES AAISICE LPSE MRS
AR 42 Bla cellolM {2ogt 37t 4t2 EU2LL, FoBRI MZB MZO|M= EO[X| UL & AF=
mouse primary B cell subsetO| M2 K2P 22 XS E H|WSIRA2M, TREK-22| 7|&5H 2l upregulation
ot Bla cell@| Toll-like receptor 42| At=22 QI8 Ca?* 2| RO B7tkl= AS SHSIULL
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Total RNAE RiboGone-Mammalian (Code 634846)= A 2|5l rRNAS M HSIF 2, 0| SMARTer®
Stranded RNA-Seq Kit (Code 634836)2 0| &% cDNA &d X 552 THSIULCH SMARTer
oligonucleotide®} Illumina® adapter sequenceE ZE&SLTE single strand HEH2| 15t strand cDNA &4
At =, SeqgAmp™ DNA Polymerase (Code 638504)S 0|83 PCR 18 cycle2 ™A A2S ZSZtn
IFOIA Illumina® IndexE F7FSHRACE MEHE library= SH % size selection, normalizationg TI&
2, lllumina® NextSeq 500 sequencer®A] 75-bp paired-end reads (2 X 75)2 = SIRALCt

=

l_l

o

=20 ALEEl Takara B3 XNEF LOLE7|
SMARTer® Stranded RNA-Seq Kit (Code 634836)
Stranded EE ZaStE lllumina® 248 library Xt
Total RNAE MEEZ A8%t= 8%, B2l rRNA A 24F0| 2+ &
Mammalian cell (poly A* RNA) # OfL|2}, bacteria & (non-poly A* RNA)OE & 7ts

RiboGone™-Mammalian (Code 634846)
Human, mouse, rat2| total RNA MEZEE 5S, 5.8S, 18S, 28S nuclear rRNA (Ribosomal RNA) 2
12S mtRNA (mitochondrial RNA)S X H{sl= A2
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A pathogen-derived metabolite induces microglial activation via odorant receptors

NaHye Lee, YoonGyu Jae, Minhyung Kim, TaeHo Cho, ChaeEun Lee, Yu Ri Hong, Do Young Hyeon, Sanghyun
Ahn, Hongmok Kwon, Kyul Kim, Jae Hoon Jung, Sehyun Chae, Jeong-Oh Shin, Jinwoong Bok, Youngjoo
Byun, Daehee Hwang, JaeHyung Koo
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Microglia (MG, O|A| Ot ME)E= =[O 41F HA0| A0St F2 MERMN, XSEHCRE oty BgtE
ZX[stD HelH, 52 W ME debris Off #83} d= A
IS0 IS O|X|= Z2 AL thES YARSHX|RE O|9] 2XHA OfAL|F0| A1E FS0AMLl O/A
FRIFR| P RIR] RUCEL 2 =822 XHAE2 G

protein-coupled receptor 2| 7+& 2 subfamily 91 odorant receptors (ORs)7t HRAK0|A Fafst &2
CHAF At=0f 2fsiA OJA| O Mol Zdztof ofstct 7PISHRALE MG 7t Streptococcus

g AL A2 Ql 2-pentylfuran 2 2IA5l= mouse OR Q! OIfr110 1}
Olff111 & &2 F=TL2E YosiCte WS HQISHIALCE 0|3t 42E8E2 MG E 891351,
chemotaxis, AFO|E7tQl 4t Ald Z& M0 20{5tH, Ol = Gy-cyclic
adenosine monophosphate-protein kinase A-extracellular signal-regulated kinase ® Gg,-phospholipase C-
Ca?* pathway 0| 2|5 O§7HE|QICE O] JE}ES M, 2 ==0M= Ed R CHAIEEI ORs AHO[Q
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2 x 1057H2| primary MG MZZSE total RNAE FE3 =, 85 0|42 RIN #& 7HX|l= MES 0|84
mRNA sequencing®l| Z&38tRALCE Full-length cDNA= SMART-Seq® v4 Ultra® Low Input RNA Kit for
Sequencing (Code 634888)2 O| &4l XIZfSHRULE First-strand cDNA 242 I8l 1 pe 3' SMART CDS
primer II AE 10 ng total RNAO| '20{, 72 °COl A 327t BFHESIRULE Second strand= SMARTer-seq v4
oligo2t SMARTScribe reverse transcriptaseES 20 &5t 1, 42 °COA 9027t H#HE8t £ 70 °COlA 10
27+ 8838 AL Double-strand cDNAE 8 cycle®| PCR IMH S Edf TZLYCH, HA HES #HA
lllumina® At2| Nextera XT DNA library preparation kitE O| &34l libraryE K RACE HZHE library=

lllumina® Hiseq 2500 7|7|0 A 100 bp paired end2| dual index® & &[ ALt

L =20A ALEE Takara #E HE L0tE7|
SMART-Seq® v4 Ultra® Low Input RNA Kit for Sequencing (Code 634888)
HEXHQ ME HE:1,00078 O[3} intact®t MZE =& 10 pg - 10 ng2| high quality RNA (RIN > 8)

Oligo dT priming2 &% 1&E2| full-length cDNA 2

=2 Mgt GC-rich transcriptl] &4 coverage

SMART-Seq® v4 PLUS Kit (Code R400752)

lllumina® library ®ZfE It all-in-one kit

- 7+d: cDNA 2t I + cDNA fragmentation + library prep kit + adapter / index

ThruPLEX 7|&2 ®=5tA, library M2 2H7EH0| single tube i 3-step protocolZ Of< ZHH
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RNA demethylation by FTO stabilizes the FOXJ1 mRNA for proper motile ciliogenesis
Hyunjoo Kim, Young-suk Lee, Seok-Min Kim, Soohyun Jang, Hyunji Choi, Jae-Won Lee, Tae-Don Kim, and V.

Narry Kim
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Adenosine N6-methylation (m6A)E D@ EEHXMOZ LIEtLMHE mRNA HHO|X|ZF meA M &4
(demethylation)2| M2|&tX F2/d2 OtA HEX|X| AJUCE & =20AE= m6A demethylase FTOZt
motile ciliogenesis?| 2& X QXEM 7|s&S SISHRALCL FTO= O ES HE2Z ciliary
transcription factor@ FOXJ10| R Yst= mRNAE 283t Al7|= & 7|™E ZHTICH Fto A& Xenopus
laevis BiOFO| A= motile cilia ZA8H0| Chs SOIE|UT, Foxj10| F2 EHY EtA F SILIZ S TICH A
2t 7|2 o WHoA FTO Z& E3H FOXJ1 mRNAS| SoHEetE | EotYL, A2t ciliated cell?| &4
ot e 2| goblet celle] S7HE ERALt L X[E FETH Fto knockout mice®lME 7| = | L{e

ciliated cell?] 2222 Qlot HZiot MAI A HEIE =HQSIALE THMS W, = SF0A

— = 1 =

Jrot

embryonic ciliogenesis?} homeostatic ciliogenesis 7t2| FTO-FOXJ12| RTXte| deto| Fots =lst
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M6A-seq ((E= MeRIP-Seq)2 m6A-methylated RNA mapping & &3 7|H2 2, meA
M= 2 M2 negative control HE2| input RNAE AFE3HA RNAL2| ME |
SEst 29| input RNAZF AFR E|Q 204, standard mRNA-seqit SUSIAH HHEAOZ A
ATOIM siE arEol vty eSS TIHSHA] EU2LE, RT-gPCR S22 Cf Z 2
Sequencing library= SMARTer® Stranded RNA-Seq KitE O| 83 MNZE|Qon, M uH2 XAl Of
FLof wat TWMCE HAHE m6A-seq library= lllumina® MiSeqOlAl 248 TdMon, 24 Zit=

Gene Expression Omnibus (GEOQ)2| GSE1671392 SZ|0{ QUCH
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SMART-Seq® Stranded Kit (Code 634442)
Single cell =&2| ME0 T XE 7t llumina® 248 RNA-seq library M= HE (& 7AI1ZhH
- Mg ME: 1~ 1000702 MZE =2 =S2429| total RNA (10pg - 10ng)
Human, mouse, rat F2i2| rRNAE XMA3t= ZapR 7|&2 &8t A0, EE2| rRNA depletion
g =2
FFPCL} LCM, cell-free RNAS Z&st= W2 quality RNA (RIN > 2)0fA Xisid =2 Zqt
Library L{ stranded origin %

g

ol

Jtot
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Identification of differentially expressed Legionella genes during its intracellular growth in
Acanthamoeba

Fu-Shi Quan, Hyun-Hee Kong, Hae-Ahm Lee, Ki-Back Chu, Eun-Kyung Moon
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Legionellas =35 macrophage (CHAIMZ)QF Z2 free-living amoeba MZE LHOIAMZ ZAISHCH S|t
|

=
B!

Xl= Acanthamoeba MX= WOIMQ| Legionellall HMXQ RMXL &3 IHEO| CHsf 2F XIX| Q4%
Ct. Intracellular bacteria= host2| gene expressiong H2tA|Z # OtL|2t HE0| 205t= XHile| |FHXt

ool Lot ZES £ QUCh 2 AJOME Acanthamoeba WWOIM LegionellaS 24A1Zt SOt ZAIA|7| 2,
3 72t 3¢t st FTXZE OfEHA HalS=X|E Hlu F45IUCE RNA sequencing 42 T

O intracellular Legionella?t Z&idte= 3,003712 FHALE =I5, LAl free Legionella2t H| WY
= M, 115702 |&ALZ 28] Of&F BpH (UL, 1,676712] -uc-’r._xff 2 Ol O H2 28 EY2
2HOISHRILt Gene ontology (GO) 40| M= intracellular Legionella LHOIA molecular function 7|Z& ‘ATP
binding'dt 'DNA binding’' 22 ZFE Lot X7 LAHE(X| e AS 2QASI/ACH 80 ikt &
Egla HH20| 20st= alkylhydroperoxidase A9 22 HIQF 24A|ZF =0 0§ =OFFCt OfHX|
M2 Zd3tSk= Amino acid ABC transporter substrate-binding proteint 9GA| A ZHE[QUCH
Aylhydroperoxidase, glucose pathway, Dot/lcm type IV secretion systemit HE FHX=Z2 XtSHQl &
A2 EJCL O|FHA P2 ZME2 Acanthameoba ME WO| Legionella® dFE T2g O MEXHSE

ofgigte Ol =85 & & UL

L Takara ME& 0|89 method D[22 7|
LUX Ol free Legionella?t Acanthameoba {O|A SAISt Legionellal| M =&t Zt total RNA 5 ugl 2
2 H Ribo-Zero Magnetic KitE 0|83l rRNAZ A3t RACL 0|= SMARTer® Stranded RNA-Seq KitE 0| &
& libraryS A ZSHRICE rRNA-depleted RNAE Iﬂ-’E to| Oj+of 2t cDNA &1t shearingdst @
lllumina® index 1-12& £ 7}SHRILCE LibraryE H&SH Z, fragment size =21 % M IHH 2 AKX HiSeq

2500 (Illumina®)0| A paired-end2 2412 ZIEHSIILCE,

=20AM AHEE Takara 2 HE LOtE7|
SMARTer® Stranded Total RNA-Seq Kit v3 - Pico Input Mammalian (Pico-v3) (Code 634485)
pg =T FAT MEEEH lllumina® 48 RNA-seq library MZ 7t (2 7.5 AlZh
- H& MZE: human, mouse, rat F212| total RNA (250 pg - 10 ng) =< intact cell (10-1,0007H)
e

= o] =&F1F Z0| human, mouse, rat 0|2/ FOAM EAMZ TlT E2, rRNASE HKA KA

T—l —
Mo He8d &= UAS.

'5'6
-

A 5ol

FFPCL} LCM, cell-free RNAS I 20| 2 quality RNA (RIN > 2)0[A] Xisig =2
UDI (Unique Dual Index)2t UMI (Unique Molecular Index)2| M2z 24 FE UP
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ZNF746/PARIS overexpression induces cellular senescence through FoxO1/p21 axis
activation in myoblasts

Ju-Hyeon Bae, Hyeon-Ju Jeong, Hyebeen Kim, Young-Eun Leem, Dongryeol Ryu, Sang Chul Park, Yun-I|
Lee, Sung Chun Cho & Jong-Sun Kang
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MDA E A (Oxidative stress)E ZEo LYo AER|A= 21 F7| MZEQ 54 58 & 25 M
HZ MIAA 2] Lot = 2] HeS FYAIZICEH ZNF746 (PARIS)E E3 ligase Parkin?| 7| &,
M2 ozl 2AE o] e A2 E{M Ut & AT M= myoblast 7|5 & PARISS
Agts HFSIRALL PARISE myoblastOi| A ZHo k|1, 23lot= IF0IM ZS0| ZATHCE PARIS
overexpression2 MZ AtZHO| 9= Q10| myoblaste| ZA0t 2312 25 ZAA|ZE HHH PARIS
depletion% myoblast £3tE 7t&33ICH SO|E7 &, myeloblast 22 fibroblastOl Al &2 +=&F2| PARIS
= p53signaling, €&, et AER|A0 CHeE Bha it 2 E FTX Lo Bl oA ME =25 R0t
ALt MyoblastO| 2| PARIS overexpression2 MIFAEZHAS HF MIAZLD, 42HH[Ql Trolox XE|E
SOl PARIS T E 0I5t T4 ZAAE 2totet = UARUCL PARIS overexpressionE M ZO0| A= FoxO11t
p53 CHMA 20| oS50 p21 CHMEO| JHA|E RS2 M, FoxO12at p51 EHAO] NZE 20=
FEERE p21 =2 ZAAIZCH EBH PARISCH FoxO1 25 p21 promoter FHUA recruitE| A1,
TroloxE ME|H2 I FoxO12| recruitment?t 2U3tE| QUL O|E ZF FEMS M, PARIS upregulation
AMBIAEY AL HHE|O = FoxO11t p53 E3E RFESIZ L, Ol= p212] 7HAI2F myoblastsQ| Al Z
3} 0|

LolE FESLE AS =QASHRALY.

|>|

L Takara ME& 0|89 method D[22 7|

RNA sequencing2 {3l transfection® C2CI2 cell& 0.1% FBSZt ZHE HIX|O| A 24A|7F HYSHRULCE
Transcriptional profile2 O|HIO|2FZ Solf 2ASIGILE Library= total RNAZSE SMARTer® Stranded
RNA-Seq KitS 0|83l A Ztz| ALt Poly (A) RNA Selection Kit (LEXOGEN)S 0|83 mRNAS HH|sI2
o, A= mRNAE= M=EAtS| Z2EEZ0f M2} <DNA &8 B! shearingStRALE O|F lllumina® index 1-12
£ B8t on, PCRE S3ll enrichmentE 182 TSIt B El library= Aglient 2100
bicanalyzerg 0|83l fragment 37|& AT & qPCRE FZ EASIRALCt O|F HiSeq 2500 7|7[0fM
100 bp paired-endE A|HdS TS F 20, TopHat softwareE O &35 mRNA-Seq Z1HE mappingdtt
HolH M2 TIHSHRALL

=0 A ALEEl Takara B3 XNEF LOLE7|
SMART-Seq® Stranded Kit (Code 634442)

Single cell &2 ME0= M& 7ts% lllumina® 248 RNA-seq library ®Z HE (& 7AI7hH
- HE ME: 1~ 1000702 MZ =2 =242F| total RNA (10pg - 10ng)

Human, mouse, rat F2i2| rRNAE XMA3stE= ZapR 7|&2 &t A0, 2| rRNA depletion
Y =2Ee

FFPCLL LCM, cell-free RNAZ
Library W stranded origin &

ZSHE W2 quality RNA (RIN > 2)0A ZiS A =2 Zot =0l
=2E motstu of, 24 AlZH 8 HE BA Jts

[=] AN
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Nogo-B promotes angiogenesis and improves cardiac repair after myocardial infarction via
activating Notch1 signaling

Yanjun Zheng, Jingrong Lin, Dingsheng Liu, Guoging Wan, Xuefeng Gu & Jian Ma

otz Li&2 CH7tet32(otoM 2F et WE2=, siMst= oM AEAS| o= &0[ Li&0| XL
of AS & UASLILE oe SEE FHLE o= 82 HES HISHH FAZ|E HHELICL
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Nogo-B (Reticulon 4B)= 9| &3 IHEHOIAM A et & (angiogenesis)2| ZEXEMN Le{X 2tCh
SIX|2F Nogo-B 74 &2t ¢t M2 AM F (post-myocardial infarction, M)2| &S 3£t O
25t K= L2 Hi7t gtk 2 AFoM e M 2PEOM HE 215 2HE0|M Nogo-B 2 gt
7188 S RAL Ct OfRA Ml 2RO HEN AP =RE 220 0|2 I MIZE (cardiac
microvascular endothelial cell, CMECs)Ol Al Nogo-B 2| &3 =F0| 7t AS &QIStIALCt EDH Nogo-
B = oxygen-glucose deprivation (OGD)O| '=&E CMEC Ol A 3 H| upregulation | AL} Nogo-B &
St O A WO M| 22| £0|X promoter QI 7ie2 2t B AAVO 2 = QE|0f IS E|QIon, Ol

(=

HE 715 i, 8H 27|19 4, MY & HHE SIHAZILE RNA-seq 22 24FS I, dM9
374 9= Wt Z2|E CMEC 0lAf Nogo-B 7h 1t oS EO[HA Notch M2 HE F=27t

deregulated T|ASS LtEIWHCEH Nogo-B = 7|HAH2Z Notch1 Az ME HZE gdsisia, A
ZMO|M 2| Hes1 2 upregulation AIZiCH £7 siRNA X y-secretase inhibitor & 0|83t N

Mg 229 dxe HEHI &Y aPE0IM2| Nogo-B o atEsiut 22|E CMEC Q| 0|l& HZ
AXMBCE. ACHF, LHT] MIZS| Notch1 heterozygous deletion 2 Ml 22 0|A Nogo-B 2 REEl&=
MY Het Fde AHMUCE 0| Jesi= M, 2 7= Nogo-B 7t Notch 4=

FR1, Ol Nogo-B 7t &g ZEehof CHeh

J

M=
2E
—

0

cardioprotection 1}
Mo H2E SN
#

oy [
02
ot

o o
IA_|}kH fex i3 ‘cgklgl _7.(_75 I_|X|. I%

=
MzZ2 2 Ef S Z2YS AIAFSL.

L Takara HE2 O|& 3._* method O|Z2|£7|

MZ FME RUSH 1Y = AAV-NCE} AAV-Nogo-BE ZEA|7|1, CMECZEH total RNAS FE3IY
Ct. SMART-Seq® v4 Ultra® Low Input RNA Kit for Sequencing (Code 634888) O|&dl reverse
transcriptionst®] 2HEEl cDNAE M ZALS] Z2EE0|| a2t Advantage® 2 Polymerase Mix (Code
6392012 ZEZE|QUCE 0=, KAPA Stranded mRNA Seq kit (KAPA)S 0|23l cDNA libraryS H|Zfst =,
lllumina® HiSeq 2500 7|7|0lA 150 bp paired end2| dual index® =41 &| ULt

=M ALEE Takara 23 XZF LOtE7|
SMART-Seq® v4 Ultra® Low Input RNA Kit for Sequencing (Code 634888)
HE X Ol *”‘E‘ SEE N OOO7H OIOF intactet M= 22 10 pg - 10 ng2| high quality RNA (RIN > 8)

o
> Ciget 24 SHES ?I Ilbrary HME Al 2E 7f"

Advantage® 2 Polymerase Mix (Code 639201)
=2 4=t FF 882 7% high yield PCR &4
: 3'=5' exonuclease activityS 7HX|0{, T/A overhang HEHE TE itE &M
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Benchmarking Single-Cell mRNA-Sequencing Technologies Uncovers Dierences in Sensitivity
and Reproducibility in Cell Types With Low RNA Content
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Single-cell RNA sequencing (scRNA-seq)= 4 MZE Z/F5t3L transcriptomic profiles Sdf S8 M=
EtQnt Y MEfE =Holg 4= UCH 0]2{3t single-cell AT0AM= ZF ME7} 71X FEAE QLR
UH A8l We Aol 432 ot 7t 2 aolez A&t 2 SAIE SMART-Seq Single Cell
PLUS Kit (SSsc PLUS)= single cell ME 242 23 =2 A8 = WHEEN 0 =2 UHE 1Y
2 M3stCt & HF0|A = SSsc PLUSS| 74 E 2l SMART-Seq® Single Cell Kit (SSsc)E 0|83l cDNAE

ghstn It BHO| AR ElE homebrew protocol®l Smart-seq22t GIO|E BT Ql Smart-seq3E &M
H| ST SSsc PLUSS| 7L E 91 SMART-Seq® Library Prep Kite= 2EHXOZ scRNA-seq library HIZH0f|
AFEE|E lllumina® Nextera XT2t 22 HAIS XYEHSIRICEH OFX|BES 2, SSsc chemistry= 25 2| liquid-

handler &H| (MANTIS Liquid Handler, mosquito HV liquid handler)O| Al A|2F AFE S 1/42
miniaturization £ ol = UHEE |FX|ot= AO| QI QUL AEXE, SSsc PLUSE CHE OfH
full-length 24 9AITH HDEHS Of W2|& DIZE, BOIEls QMAF 4, XSMA 2 M52 Hof

Z04, automation platform0i| = M3| Sostof AFRE 4= QUCt

(A __GM12678 or CHO Cells.
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SMART-Seq® Single Cell PLUS Kit (SSsc PLUS) (Code R400750)
SMART® 7|=& 0| &%l single cell 22 10 pg 0|5t RNAZEE lllumina® 248 full-length RNA-

seq library X%

M Igel Alefg 2& Eetdh all-in-one kit

: Single cell lysis — cDNA %4 — ¢cDNA fragmentation — library X%

Homebrew (SS2, SS3 methods) HWAIELCH =2 DIZtEQt XHsA U= AN 2 E
Liquid-handler ZH| (MANTIS Liquid Handler, mosquito HV liquid handlen& 0|&3t= 4%, Y2, %
Z8Lez TdE= Z2EZE HS
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