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QC-DR Input Summary

Input table = ../data/LungTransplant/LungTransplantQCTable.csv
Output location = TestOutputsQCQuickjun12/LungTransplantwCutoffTest
Background table = ../data/LungTransplant/LungTransplantQCTable.csv
Gene Body Coverage file = ../data/LungTransplant/LungTransplant_GBC.csv
Raw count table = ../data/LungTransplant/LungTransplantRawCounts.csv
Cutoff file = ../data/LungTransplant/LTcutoffsMay20.xlsx

Quality Cutoff Thresholds
# Sequenced Reads (<): Warn: 5,500,000 | Fail: 6,000,000
% Post-trim Reads (<): Warn: 94.000% | Fail: 96.000%
% Uniquely Aligned Reads (<): Warn: 86.000% | Fail: 87.000%
% Reads Mapped to Exons (<): Warn: 51.000% | Fail: 47.000%
% rRNA reads (>): Warn: 0.400% | Fail: 0.350%

% Overrep. Sequences (Post-trim) (>): Warn: 0.400% | Fail: 0.300%
% Adapter Content (Post-trim) (>): Warn: 0.400% | Fail: 0.300%
# Detected Genes (<): Warn: 16,300 | Fail: 16,600
Gene Body Coverage (>): Warn: 0.300 | Fail: 0.250



Summary of QC Metrics

HL15 AM —
HL18 AM —
HL19_AM —
HL20_AM —
HL21 AM —
HL23 AM —
HL24_AM —
HL26_AM —
HL27_AM —
HL28_AM —
HL29 AM —
HL30_AM —
HL3LAM —

HL33 AM —
HL34_AM — e Foiled

HL35A AM — — Warned
HL35B_AM — — Passed
HL36_AM —
HL37_AM —
HL38 AM —
HL39_AM —
HL40_AM —
HLAL AM —
HLA2_ AM —
HL43_AM
HL44_AM —
HLA5_AM —
HL46_AM —
HL47 AM —
HLA8 AM —
HL49_AM —
HLS1 AM —
HL53 AM —
HLS4_AM —




Sample : HL10_AM Batch : LungTransplant

Sequencing Depth Trimming
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FAILURE

41— current sample
Batch Mean

Sequencing Depth

'
Fail !
1

] W Fail (5.50E+06)
a Warn (6.00E+06)
£
52
w
#*
0
3.00E+06 6.00E+06 9.00E+06 1.20E+07 1.50E+07
# Sequenced Reads
ILURE Alignment
41— current sample }
--- Batch Mean i
4 W Fail (86.00%) i
- Warn (87.00%) 1
£ i
s 2 §:
0 i
#* =
i
i
H

82.00% 84.00% 86.00% 88.00%
% Uniquely Aligned Reads
Ribosomal RNA
B
© *  Current Sample ——
& @ Batch Samples -
< *-00E+06 { mum rail (40.0%) -
> Warn (35.0%) -
< I Batch Avg. rRNA/Aligned Reads (0.5%) _——
g 2.00E+06
c
2
< 0.00E+00 {=="" — .
* 0.00E+00 2.00E+06 4.00E+06 6.00E+06 8.00E+06 1.00E+07  1.20E+07
# Uniquely Aligned Reads
Gene Expression Distribution
—— Current Sample: 16211 Detected Genes
4000 ==+ Batch Mean: 18859.0 Detected Genes.
0
[
f=
(3
O 2000
#*
0

0 2 4 6 8
Expression Level (log2(CPM)+1)

10

Batch : LungTransplant

Trimming
~FgilCurrent Sample
6 { -—v Batch Mean
] W Fail (94.00%)
a A Warn (96.00%)
5 glle
] 202
% 2 8j|=
0 A
94.50% 96.00% 97.50% 99.00%
% Post-trim Reads
Gene Quantification
4 <=/ Gurrepg gample
~—y Batch Nean
m W Fail (51.00%)
oy Warn (47.00%)
€
52
%2
#*
i
i
H
50.00% 60.00% 70.00% 80.00% 90.00%
% Mapped to Exons
Sequence Contamination
Untrimmed —— Current Sample
Overrepresented — Batch Mean
Untrimmed ‘
Adapter
0.000% 0.001% 0.002% 0.002%
Fail
Trimmed ¥
Overrepresented
Pyl
Trimmed ‘
Adapter
0.000% 0.100% 0.200% 0.300% 0.400%
% of Reads
Gene Body Coverage
5. 1.00
=
2 075
v
2 os0
o
© o025 —— Current Sample: AUC = 77.93
o ==+ Batch Mean: AUC = 77.48
0.00 Batch Samples.

40% 60% 80% 100%

Gene Body Position Percentile (5' - 3')

0% 20%



Sample : HL18_AM Batch : LungTransplant

Sequencing Depth Trimming
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Sequencing Depth Trimming
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Sequencing Depth Trimming
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Sample : HL21_AM Batch : LungTransplant

Sequencing Depth Trimming
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Sequencing Depth Trimming
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Sequencing Depth Trimming
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Sequencing Depth Trimming
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Sequencing Depth Trimming
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