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Assembly, Aligh and RPKM

Only 1 read for 1 transcript is needed
Many reads for 1 transcript are needed
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QuantSeq 3' mRNA-Seq Service Process

Preparation
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Sequencing

QuantSeq library prep 1’82 transcript OtCH EF SHLEC| read & Mddst, 1 H2 read THE sequencing
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Data Processing

Sequencing raw data £ Q20 2| 7|E2E read £ trimming St1l Bowtie2 £ 0|83t reference genome Of
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Analysis
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QuantSeq 3mRNA-Seq  Library Construction Workflow
Service Process
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Discovery of Transcriptional Signature / Low input RNA

ofzie| XtE£ zebrafish B8 EZX0A dissociation 3 MZSS FACS sorting 3t0 GFP negative Al|Z2}
GFP positive M|ZE H|uot Xt= L|C} GFP positive M|Z-+= mpeg1 positive &, microglia / macrophage 0fl A

FOX gl I{EO| ofEA FHatX|=X|of thet HAFE TASIAESLICE OF &3l zebrafish 2| O] 7kA] Z7|
M= AP T2 20 =2 o CHet MZ2R Ho|HE ZAHSIASLICE 0] ™2 zebrafish 2

[m] 3] A
yor £ &4,

-

GFP positive, negative M|ZZE FACS sorting 2 Sl &2[5t0] &3 M2 22| RNA(14~29ng)E T& IR =0,

O|A2 QuantSeq 2| OtF 2 FFol2tn & 4+ ASUCL

ouabain-induced
lesion

(0]

7 days mDea 1| ? gi
TR ‘
(3 FNS
dissociated
retinas
/ FACSX\
GFP- mpeg1.GFP+

i || e

RTA IiNA
[llumina HiSeq
20000 BGFP+ ] BGFP+
16000 4 OGFP- 8000 - OGFP-
‘912000 36000
5 5
8000
8 84000
4000 A 2000
0 - 0
6&'&?\96066"‘ R AN @ W0 vy 2 A
ER & N @ & © A & \’\‘ \'\‘ 3 be 0 \\{5 42
& ¢ & & 06\9& N (& 6‘@ Wd AP

www.e-biogen.com e ebiogen



DEG analysis Speialized / E-biogen EXDEGA analysis tool
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CtEF, QuantSeq method £ transcript StLtY SHLEQ| B2 read PH2 sequencing St 241617 20|
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E-biogen’s QuantSeq 3'mRNA-Seq Service

Service Information

Sample Requirement >10ng total RNA

Library Method QuantSeq 3' mRNA-Seq Library Prep Kit FWD (Lexogen, Cat#015)
NGS Sequencer lllumina NextSeq 550, SE 75bp

Data Yield ~10M reads / sample

Turnaround Time About 3 weeks after RNA QC

Possible Sample Type++ Cell, Tissue, Paxgene Whole blood, FFPE, Sorted Cell, etc.

++ HEO ¥ =YY, HYENO| W2} RNA quality & check, QuantSeq 2¥7Hs501F =Q10| 7hs gL Tt
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