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Amplicon QC Library QC
Amplicon quantification Library quantification
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1. Amplicon QC & quantification
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Read duplication levels

Percent of seqs remaining after
deduplicated 44.66%
% Deduplicated sequences
% Total sequences
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Sequence duplication level

Percent of seqs remaining after
deduplicated 16.15%
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Raw reads QC

read type

I ercc

Read distribution

'otal Heads
Total Tags

tal Assigned Tags

4755155,
48306380
181202

Gropp — Total _bases Tag_count Tags/¥h
CDS_Exons 36618602 100894 2.76
5'UTR_Exans 34350854 20935 0.61
3'UTR_Exons 59057538 37408 0.63
Intrans 1087261145 18222 0.02
TSS_up_lkb 34344800 288 ¢.01
TSS_up_Skb 155604854 BS54 0.01
TS5_vpe_10kb 279616811 1430 0.01
TES_down_Llkb 36168639 1322 0.04
TES_down_5kb 157745736 2055 o.01
TES down 10kb 279571842 2313 0.01
Total Reads 38358432

Total Tags 42377054

otal Assigned Tags 2312345,

Group TOLSL_bagen Tag_count Tags/Eb
Cb5_Exons 36618602 10888570 297,63
5'UTR_Exons 34250854 1339533 3911
3'UTR_Exons 59057538 7365223 124,71
Introns 1087261145 3171879 2.92
TSS_up 1kb 34344800 28860 0,84
TSS_up_Skb 155604854 63339 0.41
TSS_up_10kh 279616811 169778 0.39
TES_down_lkb 36168639 126815 3,51
TES_down_Skb 157745736 206071 1.31
TES_down_10kb 273571842 2494068 0.87
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3. Library QC & quantification

QC “ & | Concentration

v

ol 3
Bioanalyzer .
( yzer) r i (Bioanalyzer)
20~ N @:ﬁ bS
[Fu] S 30
w0 f,»—"'""ﬂ\‘ " | 35 100 200 300 400 600 1000 3000 10380 [bp]
7] i 1 [ 25
| | ] =
044 et W V)
WTFT LTI IT T ] o] £ 2
35 200 400 1000 10380 [bp] — 0] < Sample 6 c
[FU] 5 120 ”a\-‘" 9
f 100 = 95
200 ¢ X ol £
g N 60- 2 oS% c
wl, Y IS 3 10
VI & > c
 — — 20 & # :
MTTT T T TITr I TT 1 [ 4 8
35 200 400 10380 [bp] # ! I
3 . e 35 100 200 300 400 600 1000 3000 10380 [bp]
Nextera XT DNA Library Prep Kit I I I I I I
Reference Guide - 0 I

. ‘ 7 9 1011121315161718
I j@‘y Sample 1 sample
! .

T 0 T v O T 0 v T ] T T 1
35 100 200 300 400 600 1000 3000 10380 [bp]



CD200+ cells have distinct transcriptional profile from CD105+ cells

Differential expression
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