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SMARTer® Stranded Total RNA-Seq Kit v2 — Pico Input Mammalian (Pico v2)
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B A &4H4RReadsyh
AREFILL250 pgRRNAKRIA, HRIAEZapR M RNA
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v2SLIB [ AR IR RNA S reads K IEHR R
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W intergenic
[ Intronic
. Exonic
% of total reads
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Ribosomal cDNA
Gepletion I T O T o T o I O A o T A R
Library yield
(ng/ u ) 1841 5.2 10.2 3.7 1.5 2.4 9.9 3.8 10.6 3.2
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transcripts 12,581 15,693 | 9,079 | 13,095 | 6,619 | 11,879 | 7,667 | 14,448 | 9,900 | 15,798
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Correct strand
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SMARTer® Stranded Total RNA-Seq Kit v3 — Pico Input Mammalian (Pico v3)
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- THRFFPERIRAIRNAMIZERSLEE, DV2oolKZE25%tHEEdo! -

BROMEEGESIE (Formalin—Fixed and Paraffin—Embedded, FFPE) HAZ—fABROMEE, BRAAESIRIRKRELRF
RERNIEST L. AERKERFEFIRAESIKNERSALRMARAEXERA, HARF IS RIARER.
LUFFPEMMENGSEAIESES . HBiomarkerfFE. BT, FANSIRITIRE T I8,

M. RRESMEIEREARRN, ARPHURNAR S RETNERENMERS A FEIRE, AENERSA\NH—CINERERE, RERBERIF
IEXMRNAEE /NN, BIFFPEMAT S EESMERNA. B, RERNARITHFHNMEA R, FEET IR EASEHENS
R RBEERZEEFATNGSA . Pico v2AlPico v3LAFRME. HMERIFFPE RNA-Seq X FEITEE !

B TakaraSR%EF] (Pico v2)

BN EI[EfEIZERIFFPE-RNAREAR (DVaoofE28%-68%2218]) . fEMPico v2IFIEHEXE, REHITNGSHHT. El—Hm,
FEERENNE R RARERRNERE, BARSHFREEEMEXNE, MALLXEIRNARIELER<20%,

H rRNA
[ Mitochondrial
O Unmapped/

discarded §
B Intergenic g
IS
I
O Intronic :,\O;
[ Exonic
FFPE tissue Breast (Normal) Lung (Cancer)
Sample (DVaoo) A (66%) B (68%) C (30%) D (28%)
Input amount 10 ng 40 ng 10 ng 72 ng 10 ng 50 ng 90 ng 10 ng 50 ng
% duplicates 36 28 46 27 56 4 28 59 36

Transcripts =1 FPKM 10,023 9,916 9,348 8,716 10,592 10,346 10,495 9,305 9,251
Transcripts 20.1 FPKM 21,831 21,855 20,662 20,491 22,119 22,370 22,546 21,416 21,961
Pearson/Spearman 0.99/0.9 0.98/0.88 0.99/0.88 0.99/0.88 0.99/0.95

(U _EE K 5#UERBET Takara Bio USA, Inc.)

W ERZES (Pico v3)

Marc Hilmi, et al. Whole—Transcriptome Profiling on Small FFPE Samples: Which Sequencing Kit Should Be Used? Curr.
Issues Mol. Biol. 2022, 44(5), 2186-2193

TEAMRF, REERKEMRAGLLR TS5MARIRNAZEIXFIR, USKEMAIE. ENLESRNA-Seq/TiE. IRAGR
fEF8 ngZE400 ngfIZLAREEFFPE RNAMEAR (DV200/13%—69%, Fi942%) , ERRAMRBFFPEEERFAE (BT 3 k.
SNEFEEIRIRAOAZARIA EIRTTE) #ITXEME, FIGME—ERY A AR REEIRNAEAIluminaf TruSeqist i & & S &
ERSEH,

HERFTIA, EXEMAFEHR, Pico vIHFIRATS ng RNAARHITY R, FIRGSSRNENSEAHELIIER (p<0.001),
AtEEMESHRVE FFPE HARBIRNA-Seq KR, HEEASEFES M.
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- B¥ithandlefRSEM ATTAEREARNA-Seq!

BheE2iie (JRT4HAE) PSR ASHEIBEEENAR, 1T MR MTEIER A SR RIETRIRIEER. Bt RS ESEARNEMA,
HTRSES. RSEOEATRHZHURIESHAA. THSEREE, FEVIREEREZER (cfDNA/CRNA) « HENNEER (EV) %,
ERFARSEOIMER, MAAREEIRSMHME, SEFFANRALZR.

TakaraE & H#FPico v2Pico v3, BIER&ARZAEIMRNA-Seqlii g |

o ca
O =

oo™ DNA
VaVaV RNA
o Protein

+/ EBRNA-Seq (cell free RNA, cfRNA)
MEMRITELRN, BEFAR AR AFACDNATRELE R MERTERNAKFERAEYESE, T AR ARSI, MRNA
KRN EERRf AR ETE R E AT Bl A £, FIEHARIRRARI R R RGBT IR N, FFFUl & B E—ERENRE MR R
SRR, FAEETZRT. BcRNATEINEMFPEE(R. SETRE, ERIRLLEEM. 58, Pico v2HPico v3EEAEIRRNT!

B XEZERFN (Pico v2)

Rasmussen M, Reddy M , Nolan R , et a.. RNA profiles reveal signatures of future health and disease in pregnancy
[J]. Nature, 2022, 601(7893).

FRFREZTARBURATHERRRZ —. T, WEBECRR AR AEXPLT AR,

20221 8, MirvieAB)Bx&H EREALZERTE Nature KR TREA: RNA profiles reveal signatures of future health and
disease in pregnancy HIFRIE . RREIPAXTSR B8MHIZFATIAY18404 Z24RT2539FI MARHFARST T cfRNADMT. FLAETEIRIR
2 L BTN Z R I e L F MBI . TR R BbE AN EHA IR e RNARS SR, MNP AFUNIAG) LAYRRES, 1B PTAf AR
R RAVEIRIRTS. 31908FIcRNABIEFITHIERF IR, FX4740FA TN, HEHIESTRPHESISERUE
MR ERB AR E

E=EMI, EMAPico v2XcIRNARAR#ITXEMER, Fi#(T TERSENF.

W CEREAI2 (Pico v3)

Porritt RA, Binek A, Paschold L, et al. The autoimmune signature of hyperinflammatory multisystem inflammatory
syndrome in children. J Clin Invest. 2021;131(20):e151520.

ILE S RGERELEIE(multisystem inflammatory syndrome in children, MIS-C)2—FESARS—CoV—2B¢~fE3| ZRIM™ERT.
IEATHRNRERR, HREEE.

AR, &IZHL Cedars—Sinai B HORIMIRARMAEBRAZE. RNANF. BSiAR5IFBMREZAE (BCR) EoHT
RRIEMIS-CREZELARING, FHRt—THESHEEERURBEGIFBENRNEER. FASEREMIS-C (n=7). BEE
MIS-C (n=20). KD (n=7, COVID 19&R4%ZRIWERIMIREEFSE). RRXNIB(h=20). KANEAN=15). HH, 92%H]
MIS—CI;EREAFN100%MIKDIL R ATEIVIGLA AR E

TEZBIF, fBEFPico v3fJ#10 ng total RNARBIREIMIFEXEE, FEMAlllumina Novaseq 6000 (PE 50) #HTME 2o
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+/ YHAESNEEE (Extracellular Vesicles, EV) RNA-Seq
s O R ARTERR S S AAAS TR S M A B ERNEREMNE SR, EZ2HINKME. HEFUAT/IMAAR, FETH
ftEsE DEMRME. REEERS,
EVARESEHRRERIERR. 8. =EE (BFEDNA. mRNA. miRNA. IncRNAZ) THESLiEYIEEYIR, 22 58m
ERSEEE, WHFSMEBIREEXEE, WiANSEERBomarker,
At, BAFARIEEEWEVPXLEIFRAINT, EPmRNASINCRNARIMAEFEE—EXES, R AREEEFAR A AR ROH |

Pico v2#fPico v3tRAARENLSH#ER, BEBXN — AR SEAMRNASINCRNAS R, ZEV RNA-SeqHIERE !

B SCERER (Pico v2)

Everaert C., et al. Performance assessment of total RNA sequencing of human biofluids and extracellular vesicles. Sci Rep.
2019 Nov 26;9(1):17574.

kBERFRFIEHR AR 5Biogazelle AB)SEFRE—IIR, RINTERFAICIRNAD FRIERIER . BHFASEENE M/ RN
(ePRP) . AEM/MRIMIK (ePFP) éﬂ]ﬂ’@ia‘é%i,a (CM) | FRi®& (urine) « R EdRJIMERDBAIZBAEINER, IREXRNAFFR
FAPico vt MF |

100 eon 100
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CM CMEV cPFP cPFPEV wrine urine EV CM CMEV cPFP cPFPEV urine wrine EV

-
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-

% reads
3

% raads
3

]
]

HERETR, TNEFAFKRRICRNA, MFreadsnhBREER. Ef, SM/MRIMIKCRNABE75% readstb X EIEH{AFIFERNA,
MANE /MR IR CIRNALE K % HireadsEL W EIZBAEIZDONA. H B, FEKECRNANAZF. INEF. ERERXAreadsSEbtEH
BRAE.

W SCERZERI2 (Pico v2)

Almeida A, Gabriel M, Firlej V, et al. Urinary extracellular vesicles contain mature transcriptome enriched in circular
and long noncoding RNAs with functional significance in prostate cancer. J Extracell Vesicles. 2022;11(5):e12210.
HRARMNRIFIBRREFFPEMA, MUREXNNAIRRERNEVE#ITERNANE, LU T RER—BEMNLERILIR. AKX
REW, RECKRNARINEESERANGFERA, ESWIRRNATIINCRNA, 7EIFIBRENHRERINEEE . EdPico v2H
Ftotal RNAREAR(10 ng) X EEIIEE
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- BiA1break throughfmIR AT K280 B i & Hsn !

AL SRR E’Jﬁiﬂ-ﬁ LT VFF. BEITTHEINNERE RAEMBENRENMEDGE, AT FHAE T RREERZEH
RRMEMSE, ELTRTRRMEDIINAR

E%E’]ﬁﬁ%ﬁf@?#"ﬂﬂﬁ’ﬁ*%"bﬁ/f\ J:ETKJLEIFEEPCR“;f\ NGSAHT. PUEMIEFSMI7E, HRNGSH TR EENBEEFRRE
mIERHMER RRANERERARFS, UBES. BEFEEFHR, EHAMEYMRIUSNERTT .
ﬁi’éiéﬁﬁi?kmﬁﬂﬁ‘—“tﬂ’lmﬁﬁNGS’%ﬁ%iﬁx [EPRFAFEABRNARSHIRA, ATFRNARSERARSIFET. WRESERE
IR, NRSSRIN BRI RIS EIZHT. ST RIpHR AR,

A, EEASEF. REF. Hﬁi/@&/%ﬁ%ll’ér 7f¥2|§i_"r RAAEYINGS RS, EERBEIRFEZEREE) . BAERER.
FREETIAR. ZEJEPCRY BN —FRE, BIEMMTRESERBEREHREM .

Pico v2#llPico v3REMBRIXIX—HkEL, FIRTRNARIRMEMRIIL 1!

o

B SCEREM (Pico v2)

£ B RFKIRBIERAMETNFE AT T HERSERART], ZREHARE—BNTNBMEE, BXMRERENatureZE
A A new coronavirus associated with human respiratory disease in China BRI EH. AIFFAT200 p LAGEELR (BALF)
MAIREVERNA, fEAlIlumina MiniSeq (PE 150) #TRELRFCRANF, HE T ZRENERSA. BR#TREHAIMT, KM
5%k B THEIRESARSH R RSERAELIEIRE)8.1%. {E&HERTSMARTer Stranded Total RNA-Seq Kit v2 — Pico
Input Mammalianfl| & EFEFAXE, @iz BiZapR v2. Rprobes v ARTEREEIIEFER T AJRRNA!

N 1N "

Read 2 -

-:‘:4 NFHZAE{ECDNA RNA-SeqZFE < Read 1
i &3 -

@ @ @ * *éZapR v2. R-Probes v2
tﬂl&ﬁMEmDNA
S — .:_ S —— :

B SCEREBI2 (Pico v2)

L

kBB S EFFRIRFRIDr.John Pettersson AL RARAM A PIRMERGGAIERERERPIHBVIRS, GERAKEF
EINEBTHBVIRSERAERE T Genotype BHMIC, FEEHE—EINNIRESERAI . 1HRMRAFKEDiagnostic microbiology and
infectious diseaseZti& Meta—transcriptomic identification of hepatitis B virus in cerebrospinal fluid in patients with central
nervous system disease —> H,

ELZEFId, Dr.JohnZIFAEFISMARTer Stranded Total RNA-Seq Kit v2 — Pico Input Mammalian5emi =55 F A X EME. Fi
FHIREA 150 pIIXER, total RNAIREE ;50200 pg/ pilo
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- Y IRNABREC IR B & -

TERMARAT, m6A (N6—FREMRIENS, N6-methyladenosine) REZAEYMRNA_LIEETENTLFE M. mBATEIAIEMRNAR
REME. B EFEAEIEEEMRE. m6A RNAREWINF—RAI A ABE moAR: BRI ANT BB MEABIHRIRNA F BO#T
REHTUE, BEETRIORNAFBGHITXEMRE, ARB EVNF. Pico v2iiPico v3RJLFATFRNARE M FIRRAIS ER !

W XERZES] (Pico v2)

Zhuo W, Sun M, Wang K, et a. m6Am methyltransferase PCIF1 is essential for aggressiveness of gastric cancer cells by
inhibiting TM9SF1 mRNA translation. Cell Discov. 2022 May 21;8(1):48.

HNIRFRIRE SRBIRRTAES LR KRR BIRRTAAESIE, RINBEBALEPPCIFIRAKFUEMAMEIMIBEE S, F
BPCFISRESBEARUANRIEIIEERR. £RE THIGIEES, BImEAM-SeqiImBA-RIP qPCREXARSE, fiik
FEE T TMISF1 mRNATJEERPCIF1 AR B ERIEE NiHER,

Hrh, SMARTer Stranded Total RNA-Seq Kit v2— Pico Input MammalianFTFHZEm6Am—SeqiliFF 3 FE.

- BN ESEX -

B FFPE RNA-SeqZE it

1. Lin X, Qiu L, Song X, et al. A comparative analysis of RNA sequencing methods with ribosome RNA depletion for degraded
and low=input total RNA from formalin—fixed and paraffin—~embedded samples[J]. BMC Genomics, 2019, 20(1): 1-13.

\

B BRSERSE X

1. Everaert C, Helsmoortel H, Decock A, et al. Performance assessment of total RNA sequencing of human biofluids and
extracellular vesicles[J]. Scientific Reports, 2019, 9(1).

2. Lennon K M, Wakefield D L, Maddox A L, et al. Single molecule characterization of individual extracellular vesicles from
pancreatic cancer[J]. Journal of extracellular vesicles, 2019, 8(1).

3. Pan W, Ngo T T, Camunassoler J, et al. Simultaneously monitoring immune response and microbial infections during
pregnancy through plasma cfRNA sequencing[J]. Clinical Chemistry, 2017, 63(11): 1695-1704.

B FRTERASE X

1. Wu F, Zhao S, Yu B, et al. A new coronavirus associated with human respiratory disease in ChinalJ]. Nature, 2020,
579(7798): 265-269.

2. Pettersson J H, Piorkowski G, Mayxay M, et al. Meta—transcriptomic identification of hepatitis B virus in cerebrospinal
fluid in patients with central nervous system diseaselJ]. Diagnostic Microbiology and Infectious Disease, 2019, 95(4).

3. Temmam S, Vongphayloth K, Hertz J C, et al. Six nearly complete genome segments of a novel reovirus identified in
laotian batflies[J]. Microbiol Resour Announc, 2019, 8(46)e00733-19.
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