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Abstract

REHNZFZSAL LREROFRCTCANS AT AT, ERICHED SBTOEZIZREDCTC
EURA ARETH B, FHIWHECRPCX NEPCOKRS IC EEHEY—HA—ORBENFZLVWHFAILLEWV
TECTCHREMRILE LD EFHUEEBELTVD, VT LEIBROTZY N7 —LELT
D EIENEBN., RNANDBRENSHICERBTOERRT, RFCABAERY > TILFZNV
EWVWS 8% BT 3 10xGenomicstt ®Chromium single cell’8 5 4 75 ) —HB S AT LZFERL
E7ZYRTA2—LTCTICOZ VT EIRNASY —T 2 AT 2, RRIMEEZREZEIEZD
S, RENFZISAL LRERFHHRCTCEYNS A7 A ( Clear Cell FX system ) Z/BAL, IR
ZV—CRVBEDSHBTOEEIREOCTCEYL 1z, CTCEYRL =20 B2, EX A (ZChromi
umitONGSHIRBREZAVWTS I EILLIZLET, 2F/N—O— RZ[FELIlIluminattNG
SZAVTRNA-seqffi 2L Iz, RHICH L TREMZEITHEERE, YEMEEETDE
EHOCTCOBNICHS A ICHIEMEICEETS EDRTEDVSAZR—2Z2RHL £ (RXER
2FEP ). BECNSOBERBISAZ—OEFORR, BEERMC OV THRIEZEDTVS,

It is a next-generation new CTC collecting system that applies fluid dynamics, and can actually
recover hundreds to thousands of live CTCs. The system also has the innovation to accelerate
CTC research in cancers with poor expression of epithelial markers, such as drug-resistant CRPC
and NEPC. A library adjustment system for 10 x Genomics Chromium single cells, which has
excellent partitioning ability as a platform for single cell analysis, can be processed in a short time
before RNA is degraded, and many samples can be processed at the same time. Single-cell RNA
sequencing of CTCs on a platform using. Hundreds to thousands of live CTCs were recovered
label-free from four drug-resistant prostate cancer patients by applying the next-generation new
CTC collecting system (Clear Cell FX system) that applied fluid dynamics. After CTC collecting, the
cells were immediately converted into single cells using an NGS pretreatment device manufactured
by Chromium, and then subjected to RNA-seq analysis using NGS manufactured by Illumina with a
molecular barcode. We found a cluster in the CTCs of the group of patients who were sensitive to
the drug and the group of patients who had initial resistance that could be clearly distinguished as
related to initial resistance (preparation for submission of paper). Currently, we are studying the
expression and functional analysis of the factors of these candidate clusters.
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1. BFERRFEROBE

FARAFESALEREROFE CTC B AT AT, ERICHEISHTFOEST-IRED CTC EUNAAIEETH D, EXIF
CRPC 4 NEPC M &ESIZERMET—H—DRERIENZLLAAIZENNTE CTC IEEZMFILSEIEHEEEL TS, o F Lt
BT DT SUbITA—LELTITDEIREN BN ., RNA BN RSN DRIIZERE CRIERT T, R ICRERREL Y TILASNENS
B¥#%E B I 5 10X Genomics L@ Chromium single cell #5475 —AB AT LEZFRALETSYNI+A—LT CTC DT )Lt
JURNA —H U REH T 5, EFIMHERIIIREERE 4 B0, RANZEFERLE-RERIFIR CTC EUL R T L (Clear Cell FX
system) AL, SN T —IZXYEBE IS FOEZ-IREED CTC [EYRLT=, CTC EYRLF=DEIZ, FEPHIZ Chromium D
NGS RILEEBEZRANTL VS IILEIELEE T, F/A—a—FZF 5L llumina 1t NGS #FA VT RNA-seq i EEMELT =, 2
Fo L CTRSMEETAEERL. VEMMEETAEERD CTC OENMZHSMNZHETEICREETHENNTEE95R 49—
FRHLEGRGETBEBD)  BECNLDIEHISAI—DEFOFER  #EEBTIC DL TREZEDH TS,

2. HREBRREROBE FEFR)

It is a next—generation new CTC collecting system that applies fluid dynamics, and can actually recover hundreds to thousands of live
CTCs. The system also has the innovation to accelerate CTC research in cancers with poor expression of epithelial markers, such as
drug-resistant CRPC and NEPC. A library adjustment system for 10 X Genomics Chromium single cells, which has excellent
partitioning ability as a platform for single cell analysis, can be processed in a short time before RNA is degraded, and many samples
can be processed at the same time. Single—cell RNA sequencing of CTCs on a platform using. Hundreds to thousands of live CTCs
were recovered label-free from four drug-resistant prostate cancer patients by applying the next—generation new CTC collecting
system (Clear Cell FX system) that applied fluid dynamics. After CTC collecting, the cells were immediately converted into single cells
using an NGS pretreatment device manufactured by Chromium, and then subjected to RNA-seq analysis using NGS manufactured by
Illumina with a molecular barcode. We found a cluster in the CTCs of the group of patients who were sensitive to the drug and the
group of patients who had initial resistance that could be clearly distinguished as related to initial resistance (preparation for
submission of paper). Currently, we are studying the expression and functional analysis of the factors of these candidate clusters.
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