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No contaminants found in any sample.

Incorporating contaminants during search is highly recommended!

EVD: Top5 Contaminant per Raw file

report_v1.0.9_combined.pdf p. 5



..qc_test3 (n=5)

25 26 27 28

log2 intensity

Category

sample

RSD NA% (expected < 5%)

EVD: peptide intensity distribution

report_v1.0.9_combined.pdf p. 6



..qc_test3

1e
+0

1

1e
+0

3

1e
+0

5

reporter intensity (log10)

channel

1

10

2

3

4

5

6

7

8

9

Label Eff

0.00

0.25

0.50

0.75

1.00

Warning: MaxQuant did NO isotope correction

EVD: Reporter label intensities

report_v1.0.9_combined.pdf p. 7



..t3.mzxml (n=5)

25 26 27 28

log2 intensity

Category

sample

RSD NA% (w/o zero int.; expected < 5%)
RSD NA% [high RSD −−> few peptides])

PG: intensity distribution

report_v1.0.9_combined.pdf p. 8



..9.p..ml (n=5)

..8.p..ml (n=5)

..7.p..ml (n=5)

..6.p..ml (n=5)

..5.p..ml (n=5)

..4.p..ml (n=5)

..3.p..ml (n=5)

..2.p..ml (n=2)

..10.p..ml (n=5)

12 14 16 18

log2 reporter intensity

Category

sample

RSD 14.9% (w/o zero int.; expected < 5%)
RSD 54% [high RSD −−> few peptides])

PG: reporter intensity distribution

report_v1.0.9_combined.pdf p. 9



..qc_test3

0.00 0.25 0.50 0.75 1.00
missed cleavages [%]

R
aw

 fi
le

0

1

(excludes contaminants) 

MSMS: Missed cleavages per Raw file

report_v1.0.9_combined.pdf p. 10



..qc_test3..qc_test3..qc_test3

0.00 0.25 0.50 0.75 1.00
fraction [%]

R
aw

 fi
le

charge

2

3

4

EVD: charge distribution

report_v1.0.9_combined.pdf p. 11



0

1

2

3

4

5

..t
3.

m
zx

m
l

co
nt

am
in

an
t (

%
 in

te
ns

ity
)

Abundance
class

mid

PG: Contaminant per condition

report_v1.0.9_combined.pdf p. 12



4.950

4.975

5.000

5.025

5.050

15.950 15.975 16.000 16.025 16.050
retention time [min]

hi
gh

es
t N

 [m
ed

ia
n 

pe
r 

R
T

 b
in

]

..qc_test3

MSMSscans: TopN over RT

report_v1.0.9_combined.pdf p. 13



0

1

2

3

4

16 17 18
RT [min]

ID
 c

ou
nt Raw file

..qc_test3

EVD: IDs over RT

report_v1.0.9_combined.pdf p. 14



0.00

0.05

0.10

0.15

16
.7

25

16
.7

50

16
.7

75

16
.8

00

retention time [min]

pe
ak

 w
id

th
 [m

in
]

Raw file
(avg. peak width)

..qc_test3 (~0.2 min)

EVD: Peak width over RT

report_v1.0.9_combined.pdf p. 15



0.0

2.5

5.0

7.5

10.0

15.950 15.975 16.000 16.025 16.050
retention time [min]

io
n 

in
je

ct
io

n 
tim

e 
[m

s]

Raw file with
average inj. time

..qc_test3 (~−1 ms)

MSMSscans: Ion Injection Time over RT

report_v1.0.9_combined.pdf p. 16



..qc_test3

0 2 4 6 8
intensity (log10)

MS/MS
intensity

Base
Peak
TIC

[experimental] MSMSscans: MS/MS intensity

report_v1.0.9_combined.pdf p. 17



..qc_test3

0 25 50 75 10
0

MS/MS counts per 3D−peak [%]

MS/MS
counts

1

EVD: Oversampling (MS/MS counts per 3D−peak)

report_v1.0.9_combined.pdf p. 18



..qc_test3 (sd = 246505.5ppm)

−20 −10 0 10 20
∆ mass [ppm]

MQ bug

MQ bug: data rescued

EVD: Uncalibrated mass error

report_v1.0.9_combined.pdf p. 19



..qc_test3

−5.0 −2.5 0.0 2.5 5.0
∆ mass [ppm]

MQ bug

MQ bug: data cannot be rescued

EVD: Calibrated mass error

report_v1.0.9_combined.pdf p. 20



..qc_test3
FTMS [ppm]

0 5 10

0.0

2.5

5.0

7.5

10.0

fragment mass delta

co
un

t type

forward

MSMS: Fragment mass errors per Raw file

report_v1.0.9_combined.pdf p. 21



..qc_test3

0 10 20 30 40
MS/MS identified [%]

ID class

bad (<20%)

SM: MS/MS identified per Raw file

report_v1.0.9_combined.pdf p. 22



Raw file
ptxqc_test3

% identified
4.7

Raw file % identified

SM: Files with 'red' ID rate 

100% of samples)

report_v1.0.9_combined.pdf p. 23



..qc_test3

2 4 6

0

1

2

3

highest scan event

co
un

t
MSMSscans: TopN

report_v1.0.9_combined.pdf p. 24



..qc_test3

2 4 6

0

5

10

15

scan event

pe
rc

en
t i

de
nt

ifi
ed

count

5

10

MSMSscans: TopN % identified over N

report_v1.0.9_combined.pdf p. 25



Need more than one Raw file!
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Only single Raw file detected. Cannot compute unions/intersections.
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