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4. AT At

FFPE ME0|AM HAHE ZZHo=2 A7 st HHOZE Total RNA-Seq 24 He0| &80 QUL Total
RNA-Seq 2 rRNA X7 7|H = OS2 BEMZ $HsIH, Poly(A) tail SF0f A S0
Yot MAHIE =& 4= Chs EZE 7HEICh oj2fst HZ2H2 RNA 2E37t Ldst FFPE ME0ME

=
HAH S2& BHlnY HgHez =2tHSt= O F2[SICL [9]

R

(A) Whole-Transcriptome RNA-Seq of FFPE Renal Cell Carcinoma Samples

A Tumor 1, all genes B Tumor 2, all genes

20 20

y=0.9352x+0.2004 y=1.0162x+0.2478
15

=
w

r=0919 5] r=0954
- | ) !
g 10 £ 10
2 s s 54
x
g o g o
g s &t 5
& .10 T . . -10 + v . .
-10 5 0 5 10 15 20 -10 -5 0 5 10 15 20
FFPE FPKM (log;) FFPE FPKM (log;)
C Tumor 1, RCC genes D Tumor 2, RCC genes E Comparison of expression levels
from matching FF and FFPE tumors
20 y=0.9787x+0.3629 20 y=1.0567x+0.2879
- 15 r=0.890 - 15 r=0954
& &4 =
2 10 g 10 RNA-seq (allgenes)
.
E 5 5 5 . Tumorl 0.919
a o * .
- 0 1 - 0 P * . "
& : E = Tumor2 0.954
-10 + ' -10 + : : RNA-seq (RCCgenes)
-10 -5 0 5 10 15 20 -10 -5 0 5 10 15 20
Tumorl 0.890
FFPE FPKM (log;) FFPE FPKM (log;)
Tumor2 0.954

18 2. High concordance of total RNA-seq—based gene expression profiles between matched FF and FFPE samples [10]
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4.2 FFPE 7|%t Spatial Transcriptomics

>t

Spatial Transcriptomics & H&MQ NGS 7t M3dt= HAMMSl HEM FeEE ofLzt, =& Lf 378 ¢
HENK| SA0| =2EY = A= 7|&0|ch =EF X X0 A EoiEls {TX Z2I

o
=

= | % 2
T=g 5+ Ao, HIH o] X, MZE oZY, I

—

M L ztzt ol

i)

mjo

[¢}
= ==

Bl

—
0>
[¢]
tu
1A

EE0 gelt, X2 FFPE MEOME HE
40 o

o
=
tset SHESO0| SHOEM F7| HtE Yy =S 8ot S TAH A7t SEX

=270
P Biomarker
‘5 '\!.) discovery

‘Gﬂ Clinical
> research
yof B

]

¢ ¢ 4
fa”
o)

o\ 7 MNommal &
"F,'@/Eﬂ diseasad tissue
“g o

O & 3. Spatial gene expression of intact FFPE tissue sections allows for biomarker discovery [11]
(A) Systematic benchmarking of imaging spatial transcriptomics platforms in FFPE tissues

= ZHEl Systematic benchmarking of imaging spatial transcriptomics platforms in FFPE tissues &= FFPE
ZHOIME O|DIX| 7|8 Sk TAM 40| 7|sXHez F&Es T Jts¥E EHoE jaXel #HXo3a
0

At[O|C}. O] AFO|A = Xenium, MERSCOPE, CosMx & F8 O|0|X| 7|8t Spatial Transcriptomics(iST, O|0|X|

7|8t 37 HAN 24) ESES FFPE RAC 2 FGE Tissue microarray(TMA)O| X-8310f, X-83}0{, UMI =,
FEA HE 5 3 Mz EF BYUE U MY S HANLSE Hn EISHUCEH O A1} FFPE REOME
Z} Z3E0| 90| s £FQ U RUA HH MzE tYHoz ST = AS0| SQAL|RACE [12]

9| M2 02 & RYE2E & FFPETMA £ O[8% 2ME 8¢l 2 E3=0| B 4=, 37 sy, Bt
A £ Mz Of EZH[(SNR) FHOAM MZ COHE 281 SHAE EQlChs Fo| Y| =Rt o S0
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5. Ebiogen’s NGS Service

O|HIO| 2 M AT|SH 7|=X Xt A3 EHEE HtHSH0], FFPE & Fresh Frozen ME E5F0| &HE
st ®AN 24, Spatial Transcriptome &4 MH|AE XIotl UCHL ZF MH|AE= ME 22 E40F g4

S ;ejet 2ol atoj=ajz HE L

=5 HOole =4 mojzZatels 7|#He=z ALY, gd AFFH 7|
AFMNA| Z@2 HEO| 7HSOHCt

5.1 Ebiogen’s Sample Submission Guide — FFPE Sample

e FFPE ME29l 4%, zZ=2El 1y 8 ZOjEl SE0M BHES ZH|IB| 15 mL tube Of

O|2|stC}. (DV200 > 30% : &Y 7153t RNA 7|F)

EfOFA

5.2 QuantSeq 3' mRNA-Seq

Sample requirement

>1ug total RNA (Min. >10ng total RNA)

Library method

QuantSeq 3' mRNA-Seq Library Prep Kit FWD

NGS run format

NextSeq, SE100

Data yield

>10M read/sample

Turnaround time

~2 weeks after RNA QC

Sample type

Tissue, Cell, Whole Blood(Paxgene), Plant, Fungi, FFPE, Sorted cell, etc.

5.3 Total RNA-Seq

Sample requirement

>2ug total RNA

Library method

RiboCop rRNA Depletion kit + CORALL RNA-seq Library Prep kit

NGS run format

NextSeq, PE150

Data yield

> 9 Gb/sample

Turnaround time

~3 weeks after RNA QC

Sample type

Tissue, Cell, Whole Blood(Paxgene), Plant, Fungi, FFPE, etc.

www.e-biogen.com
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5.4 Visium HD Spatial Gene Expression

Species Human, Mouse

Number of Gene Human ~18,000 genes, Mouse ~19,000 genes
Sample Type FFPE, Fresh Frozen, Fixed Frozen Tissue
Capture Size 6.5 mm x 6.5mm (1spot/slide)

Turnaround Time ~5 weeks after RNA QC

5.5 GeoMx Spatial Transcriptome + Protein Profiling

Service Name GeoMx WTA* Service GeoMx IPA Service GeoMx DPA Service
Species Human, Mouse Human Human
Number of Human ~18,000 gene

~ 570 proteins ~ 1200 proteins
Gene, protein Mouse ~20,000 gene
Data Yield ~100 reads/um?2 50 reads/um? 50 reads/um?
Sample Type Tissue (FFPE, Tissue microarray, Fresh frozen tissue, Core needle biopsy etc,.)
Capture Size 14.6 x 36.2 mm?
Turnaround time ~3 weeks after ROI selection
Publication NanoString GeoMx Publication

AtMet LIE2 O[HIO| 7 ZH[O|X|0f A =Holgh 4= QACE

—

O|HFO|2 M ZH|O|X| URL : https://www.e-biogen.com/
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https://nanostring.com/resources/publications/?publication-type=geomx-dsp
https://www.e-biogen.com/
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