
 QCQuan report: Organs_full

1 Differential Expression Analysis

Reference condition: muscle 

1.1 Minimal expression

heart:

 

protein description
log2 fold
change
(heart)

adjusted
p-value
(heart)

#peptides
(heart)

#peptides
(muscle)

Q03265

ATP synthase subunit
alpha, mitochondrial
OS=Mus musculus

GN=Atp5a1 PE=1 SV=1

1.772344 0.000004 107 107

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-2.591387 0.000007 77 77

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-2.886789 0.000007 15 15

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-3.655939 0.000007 102 103



protein description
log2 fold
change
(heart)

adjusted
p-value
(heart)

#peptides
(heart)

#peptides
(muscle)

Q8R429

Sarcoplasmic/
endoplasmic reticulum

calcium ATPase 1
OS=Mus musculus

GN=Atp2a1 PE=1 SV=1

-3.150602 0.000015 58 58

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.488493 0.000015 35 35

P51667

Myosin regulatory light
chain 2, ventricular/

cardiac muscle isoform
OS=Mus musculus

GN=Myl2 PE=1 SV=3

3.909682 0.000015 30 29

Q8BMS1

Trifunctional enzyme
subunit alpha,

mitochondrial OS=Mus
musculus GN=Hadha

PE=1 SV=1

2.324311 0.000015 39 38

G3UW82

MCG140437, isoform
CRA_d OS=Mus

musculus GN=Myh2
PE=1 SV=1

-2.927119 0.000020 15 15

P97450

ATP synthase-coupling
factor 6, mitochondrial

OS=Mus musculus
GN=Atp5j PE=1 SV=1

1.806619 0.000020 20 20

cerebrum:

 



protein description
log2 fold
change

(cerebrum)

adjusted p-
value

(cerebrum)

#peptides
(cerebrum)

#peptides
(muscle)

P43006

Excitatory amino
acid transporter 2
OS=Mus musculus
GN=Slc1a2 PE=1

SV=1

3.704351 0.000001 12 12

P10852

4F2 cell-surface
antigen heavy chain
OS=Mus musculus
GN=Slc3a2 PE=1

SV=1

2.716035 0.000001 7 7

Q5SX40

Myosin-1 OS=Mus
musculus

GN=Myh1 PE=2
SV=1

-3.104068 0.000003 15 15

Q62261

Spectrin beta chain,
non-erythrocytic 1
OS=Mus musculus
GN=Sptbn1 PE=1

SV=2

1.836587 0.000003 46 46

P07310

Creatine kinase M-
type OS=Mus

musculus GN=Ckm
PE=2 SV=1

-3.532256 0.000003 74 77

Q80ZM5

H1 histone family,
member X OS=Mus
musculus GN=H1fx

PE=1 SV=1

2.507383 0.000003 4 4

F6VW30

14-3-3 protein theta
(Fragment)

OS=Mus musculus
GN=Ywhaq PE=1

SV=1

1.731493 0.000004 18 18

Q6PIE5

Sodium/potassium-
transporting ATPase

subunit alpha-2
OS=Mus musculus
GN=Atp1a2 PE=1

SV=1

1.317708 0.000004 25 25

Q5SX39

Myosin-4 OS=Mus
musculus

GN=Myh4 PE=2
SV=1

-3.721518 0.000004 100 103

P32848

Parvalbumin alpha
OS=Mus musculus
GN=Pvalb PE=1

SV=3

-3.674537 0.000004 35 35



spleen:

 

protein description
log2 fold
change
(spleen)

adjusted p-
value

(spleen)

#peptides
(spleen)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-4.008123 8.922067e-07 74 77

P62962
Profilin-1 OS=Mus
musculus GN=Pfn1

PE=1 SV=2
3.785818 8.922067e-07 16 16

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-2.754733 1.751969e-06 15 15

Q5SUF2

Luc7-like protein 3
OS=Mus musculus
GN=Luc7l3 PE=1

SV=1

3.798488 1.751969e-06 4 4

P62307

Small nuclear
ribonucleoprotein F
OS=Mus musculus

GN=Snrpf PE=3 SV=1

2.349133 1.751969e-06 4 4

Q8BFQ1
Prosaposin OS=Mus
musculus GN=Psap

PE=1 SV=1
2.274875 1.751969e-06 13 13

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-3.885111 1.751969e-06 103 103



protein description
log2 fold
change
(spleen)

adjusted p-
value

(spleen)

#peptides
(spleen)

#peptides
(muscle)

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.982705 1.851879e-06 35 35

P99024

Tubulin beta-5 chain
OS=Mus musculus
GN=Tubb5 PE=1

SV=1

2.991537 1.936596e-06 8 8

G5E866

Splicing factor 3B
subunit 1 OS=Mus

musculus GN=Sf3b1
PE=1 SV=1

2.627613 3.018727e-06 4 4

kidney:

 

protein description
log2 fold
change
(kidney)

adjusted
p-value
(kidney)

#peptides
(kidney)

#peptides
(muscle)

Q9EQ20

Methylmalonate-
semialdehyde

dehydrogenase [acylating],
mitochondrial OS=Mus
musculus GN=Aldh6a1

PE=1 SV=1

2.819107 0.000008 29 29

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1 PE=2
SV=1

-2.499003 0.000008 15 15

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.397719 0.000008 76 77



protein description
log2 fold
change
(kidney)

adjusted
p-value
(kidney)

#peptides
(kidney)

#peptides
(muscle)

O70250
Phosphoglycerate mutase 2

OS=Mus musculus
GN=Pgam2 PE=2 SV=3

-2.449574 0.000008 14 14

Q9Z2I8

Succinyl-CoA ligase [GDP-
forming] subunit beta,
mitochondrial OS=Mus
musculus GN=Suclg2

PE=1 SV=3

2.739238 0.000008 15 15

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.366693 0.000011 35 35

P51660

Peroxisomal
multifunctional enzyme

type 2 OS=Mus musculus
GN=Hsd17b4 PE=1 SV=3

2.195082 0.000011 9 9

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4 PE=2
SV=1

-3.430872 0.000011 103 103

P54071

Isocitrate dehydrogenase
[NADP], mitochondrial

OS=Mus musculus
GN=Idh2 PE=1 SV=3

2.199082 0.000012 38 37

Q3UJB0
Protein Sf3b2 OS=Mus

musculus GN=Sf3b2 PE=1
SV=1

1.157596 0.000012 4 4

cerebellum:

 



protein description
log2 fold
change

(cerebellum)

adjusted p-
value

(cerebellum)

#peptides
(cerebellum)

#peptides
(muscle)

Q5SX40

Myosin-1 OS=Mus
musculus

GN=Myh1 PE=2
SV=1

-3.260096 0.000001 15 15

O70250

Phosphoglycerate
mutase 2 OS=Mus

musculus
GN=Pgam2 PE=2

SV=3

-3.092280 0.000001 14 14

Q8BVE3

V-type proton
ATPase subunit H

OS=Mus musculus
GN=Atp6v1h
PE=1 SV=1

1.650443 0.000001 16 16

P68369

Tubulin alpha-1A
chain OS=Mus

musculus
GN=Tuba1a PE=1

SV=1

1.876074 0.000001 21 21

P07310

Creatine kinase M-
type OS=Mus

musculus
GN=Ckm PE=2

SV=1

-3.943262 0.000001 70 77

Q80ZM5

H1 histone family,
member X

OS=Mus musculus
GN=H1fx PE=1

SV=1

2.870901 0.000002 4 4

Q8R191

Synaptogyrin-3
OS=Mus musculus
GN=Syngr3 PE=1

SV=1

2.676738 0.000002 4 4

P14733

Lamin-B1
OS=Mus musculus
GN=Lmnb1 PE=1

SV=3

1.605961 0.000002 29 29

Q5SX39

Myosin-4 OS=Mus
musculus

GN=Myh4 PE=2
SV=1

-3.965834 0.000002 96 103

Q9CWF2

Tubulin beta-2B
chain OS=Mus

musculus
GN=Tubb2b PE=1

SV=1

2.841494 0.000002 4 4



lung:

 

protein description
log2 fold
change
(lung)

adjusted
p-value
(lung)

#peptides
(lung)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.748522 0.000002 76 77

Q64727
Vinculin OS=Mus

musculus GN=Vcl PE=1
SV=4

2.110619 0.000005 31 31

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4 PE=2
SV=1

-3.857104 0.000005 103 103

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.497659 0.000006 35 35

Q8BTM8
Filamin-A OS=Mus

musculus GN=Flna PE=1
SV=5

1.878906 0.000007 45 45

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1 PE=2
SV=1

-2.799303 0.000007 15 15

O70250
Phosphoglycerate mutase

2 OS=Mus musculus
GN=Pgam2 PE=2 SV=3

-2.871711 0.000007 14 14

Q8R429

Sarcoplasmic/endoplasmic
reticulum calcium ATPase

1 OS=Mus musculus
GN=Atp2a1 PE=1 SV=1

-2.864304 0.000009 58 58



protein description
log2 fold
change
(lung)

adjusted
p-value
(lung)

#peptides
(lung)

#peptides
(muscle)

A2A6J8

Troponin I, fast skeletal
muscle (Fragment)
OS=Mus musculus

GN=Tnni2 PE=1 SV=1

-4.213546 0.000009 14 14

G3UW82
MCG140437, isoform

CRA_d OS=Mus musculus
GN=Myh2 PE=1 SV=1

-2.863294 0.000018 15 15

liver:

 

protein description
log2 fold
change
(liver)

adjusted
p-value
(liver)

#peptides
(liver)

#peptides
(muscle)

P16460

Argininosuccinate
synthase OS=Mus

musculus GN=Ass1 PE=1
SV=1

3.306234 0.000002 51 51

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.655330 0.000002 74 77

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-3.259573 0.000002 15 15

Q4VWZ5
Acyl-CoA-binding protein

OS=Mus musculus
GN=Dbi PE=1 SV=1

2.511584 0.000002 8 8



protein description
log2 fold
change
(liver)

adjusted
p-value
(liver)

#peptides
(liver)

#peptides
(muscle)

Q99LB7

Sarcosine dehydrogenase,
mitochondrial OS=Mus
musculus GN=Sardh

PE=1 SV=1

2.402992 0.000003 14 14

O70250
Phosphoglycerate mutase

2 OS=Mus musculus
GN=Pgam2 PE=2 SV=3

-2.928231 0.000003 14 14

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.524105 0.000003 34 35

P08003

Protein disulfide-
isomerase A4 OS=Mus
musculus GN=Pdia4

PE=1 SV=3

2.046456 0.000003 11 11

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-3.637395 0.000003 101 103

P24369

Peptidyl-prolyl cis-trans
isomerase B OS=Mus

musculus GN=Ppib PE=1
SV=2

2.586645 0.000004 6 6

1.2 Full expression

heart:

 



protein description
log2 fold
change
(heart)

adjusted
p-value
(heart)

#peptides
(heart)

#peptides
(muscle)

Q03265

ATP synthase subunit
alpha, mitochondrial
OS=Mus musculus

GN=Atp5a1 PE=1 SV=1

1.772344 0.000004 107 107

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-2.573807 0.000004 80 80

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-2.708112 0.000006 424 426

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-2.397413 0.000007 331 331

G3UW82

MCG140437, isoform
CRA_d OS=Mus

musculus GN=Myh2
PE=1 SV=1

-2.289559 0.000007 286 286

Q8R429

Sarcoplasmic/
endoplasmic reticulum

calcium ATPase 1
OS=Mus musculus

GN=Atp2a1 PE=1 SV=1

-2.633039 0.000008 88 88

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.488493 0.000011 35 35

P51667

Myosin regulatory light
chain 2, ventricular/

cardiac muscle isoform
OS=Mus musculus

GN=Myl2 PE=1 SV=3

3.909682 0.000012 30 29

Q8BMS1

Trifunctional enzyme
subunit alpha,

mitochondrial OS=Mus
musculus GN=Hadha

PE=1 SV=1

2.324311 0.000012 39 38

P05977

Myosin light chain 1/3,
skeletal muscle isoform

OS=Mus musculus
GN=Myl1 PE=3 SV=2

-3.771124 0.000013 45 46



cerebrum:

 

protein description
log2 fold
change

(cerebrum)

adjusted p-
value

(cerebrum)

#peptides
(cerebrum)

#peptides
(muscle)

P43006

Excitatory amino
acid transporter 2
OS=Mus musculus
GN=Slc1a2 PE=1

SV=1

3.704351 7.002096e-07 12 12

Q9D6F9

Tubulin beta-4A
chain OS=Mus

musculus
GN=Tubb4a PE=1

SV=3

2.781045 7.002096e-07 67 66

Q62261

Spectrin beta
chain, non-

erythrocytic 1
OS=Mus musculus
GN=Sptbn1 PE=1

SV=2

1.793039 7.002096e-07 49 49

P10852

4F2 cell-surface
antigen heavy
chain OS=Mus

musculus
GN=Slc3a2 PE=1

SV=1

2.716035 7.002096e-07 7 7



protein description
log2 fold
change

(cerebrum)

adjusted p-
value

(cerebrum)

#peptides
(cerebrum)

#peptides
(muscle)

P07310

Creatine kinase M-
type OS=Mus

musculus
GN=Ckm PE=2

SV=1

-3.443290 1.438480e-06 77 80

Q9CQV8

14-3-3 protein
beta/alpha

OS=Mus musculus
GN=Ywhab PE=1

SV=3

2.184488 2.337189e-06 33 32

Q5SX39

Myosin-4 OS=Mus
musculus

GN=Myh4 PE=2
SV=1

-3.681787 2.337189e-06 416 426

G3UW82

MCG140437,
isoform CRA_d

OS=Mus musculus
GN=Myh2 PE=1

SV=1

-3.460521 2.337189e-06 281 286

Q5SX40

Myosin-1 OS=Mus
musculus

GN=Myh1 PE=2
SV=1

-3.468546 2.337189e-06 324 331

F6VW30

14-3-3 protein
theta (Fragment)

OS=Mus musculus
GN=Ywhaq PE=1

SV=1

1.871061 2.337189e-06 35 35



spleen:

 

protein description
log2 fold
change
(spleen)

adjusted p-
value

(spleen)

#peptides
(spleen)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.962987 3.799067e-07 77 80

P62962
Profilin-1 OS=Mus
musculus GN=Pfn1

PE=1 SV=2
3.785818 8.891450e-07 16 16

Q8BFQ1
Prosaposin OS=Mus
musculus GN=Psap

PE=1 SV=1
2.274875 1.358278e-06 13 13

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-3.608106 1.358278e-06 324 331

Q5SUF2

Luc7-like protein 3
OS=Mus musculus
GN=Luc7l3 PE=1

SV=1

3.798488 1.358278e-06 4 4

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-3.850112 1.358278e-06 418 426

P07901

Heat shock protein
HSP 90-alpha OS=Mus

musculus
GN=Hsp90aa1 PE=1

SV=4

2.221981 1.358278e-06 48 48



protein description
log2 fold
change
(spleen)

adjusted p-
value

(spleen)

#peptides
(spleen)

#peptides
(muscle)

G3UW82

MCG140437, isoform
CRA_d OS=Mus

musculus GN=Myh2
PE=1 SV=1

-3.505244 1.358278e-06 279 286

P62307

Small nuclear
ribonucleoprotein F
OS=Mus musculus

GN=Snrpf PE=3 SV=1

2.349133 1.358278e-06 4 4

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.982705 1.405527e-06 35 35

kidney:

 

protein description
log2 fold
change
(kidney)

adjusted
p-value
(kidney)

#peptides
(kidney)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.374848 0.000007 79 80

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1 PE=2
SV=1

-3.146139 0.000007 331 331

G3UW82
MCG140437, isoform

CRA_d OS=Mus musculus
GN=Myh2 PE=1 SV=1

-3.156003 0.000007 286 286



protein description
log2 fold
change
(kidney)

adjusted
p-value
(kidney)

#peptides
(kidney)

#peptides
(muscle)

Q9EQ20

Methylmalonate-
semialdehyde

dehydrogenase
[acylating], mitochondrial

OS=Mus musculus
GN=Aldh6a1 PE=1 SV=1

2.819107 0.000007 29 29

Q9Z2I8

Succinyl-CoA ligase [GDP-
forming] subunit beta,
mitochondrial OS=Mus
musculus GN=Suclg2

PE=1 SV=3

2.739238 0.000007 15 15

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4 PE=2
SV=1

-3.332032 0.000007 426 426

Q8R429

Sarcoplasmic/endoplasmic
reticulum calcium ATPase

1 OS=Mus musculus
GN=Atp2a1 PE=1 SV=1

-2.818581 0.000009 88 88

P51660

Peroxisomal
multifunctional enzyme

type 2 OS=Mus musculus
GN=Hsd17b4 PE=1 SV=3

2.195082 0.000010 9 9

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.366693 0.000010 35 35

P54071

Isocitrate dehydrogenase
[NADP], mitochondrial

OS=Mus musculus
GN=Idh2 PE=1 SV=3

2.199082 0.000013 38 37



cerebellum:

 

protein description
log2 fold
change

(cerebellum)

adjusted p-
value

(cerebellum)

#peptides
(cerebellum)

#peptides
(muscle)

Q6PIE5

Sodium/
potassium-

transporting
ATPase subunit

alpha-2 OS=Mus
musculus

GN=Atp1a2
PE=1 SV=1

2.792593 0.000001 65 65

P07310

Creatine kinase
M-type OS=Mus

musculus
GN=Ckm PE=2

SV=1

-3.771365 0.000001 73 80

Q80ZM5

H1 histone family,
member X
OS=Mus
musculus

GN=H1fx PE=1
SV=1

2.870901 0.000001 4 4

G3UW82

MCG140437,
isoform CRA_d

OS=Mus
musculus

GN=Myh2 PE=1
SV=1

-3.664791 0.000001 264 286



protein description
log2 fold
change

(cerebellum)

adjusted p-
value

(cerebellum)

#peptides
(cerebellum)

#peptides
(muscle)

Q5SX39

Myosin-4
OS=Mus
musculus

GN=Myh4 PE=2
SV=1

-3.891942 0.000001 390 426

Q8BVE3

V-type proton
ATPase subunit H

OS=Mus
musculus

GN=Atp6v1h
PE=1 SV=1

1.650443 0.000001 16 16

P14733

Lamin-B1
OS=Mus
musculus

GN=Lmnb1 PE=1
SV=3

1.605961 0.000001 29 29

Q8R191

Synaptogyrin-3
OS=Mus
musculus

GN=Syngr3
PE=1 SV=1

2.676738 0.000001 4 4

Q5SX40

Myosin-1
OS=Mus
musculus

GN=Myh1 PE=2
SV=1

-3.689914 0.000001 307 331

Q8C0M9

Isoaspartyl
peptidase/L-
asparaginase

OS=Mus
musculus

GN=Asrgl1 PE=1
SV=1

3.219669 0.000003 4 4



lung:

 

protein description
log2 fold
change
(lung)

adjusted p-
value (lung)

#peptides
(lung)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.713071 3.761833e-07 79 80

G3UW82

MCG140437, isoform
CRA_d OS=Mus

musculus GN=Myh2
PE=1 SV=1

-3.381430 2.348052e-06 281 286

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4
PE=2 SV=1

-3.659325 2.348052e-06 418 426

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1
PE=2 SV=1

-3.373993 2.348052e-06 323 331

Q64727
Vinculin OS=Mus
musculus GN=Vcl

PE=1 SV=4
2.110619 3.183553e-06 31 31

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.497659 4.322047e-06 35 35

Q8BTM8
Filamin-A OS=Mus
musculus GN=Flna

PE=1 SV=5
1.873361 4.322047e-06 46 46



protein description
log2 fold
change
(lung)

adjusted p-
value (lung)

#peptides
(lung)

#peptides
(muscle)

Q8R429

Sarcoplasmic/
endoplasmic reticulum

calcium ATPase 1
OS=Mus musculus
GN=Atp2a1 PE=1

SV=1

-2.907052 4.547869e-06 88 88

A2A6J8

Troponin I, fast
skeletal muscle

(Fragment) OS=Mus
musculus GN=Tnni2

PE=1 SV=1

-4.213546 8.651701e-06 14 14

F8WID5

Tropomyosin alpha-1
chain OS=Mus

musculus GN=Tpm1
PE=1 SV=1

-2.194936 8.651701e-06 84 83

liver:

 

protein description
log2 fold
change
(liver)

adjusted
p-value
(liver)

#peptides
(liver)

#peptides
(muscle)

P07310
Creatine kinase M-type

OS=Mus musculus
GN=Ckm PE=2 SV=1

-3.636873 0.000001 77 80

G3UW82
MCG140437, isoform

CRA_d OS=Mus musculus
GN=Myh2 PE=1 SV=1

-3.577286 0.000002 284 286



protein description
log2 fold
change
(liver)

adjusted
p-value
(liver)

#peptides
(liver)

#peptides
(muscle)

Q5SX40
Myosin-1 OS=Mus

musculus GN=Myh1 PE=2
SV=1

-3.608432 0.000002 328 331

Q5SX39
Myosin-4 OS=Mus

musculus GN=Myh4 PE=2
SV=1

-3.778251 0.000002 421 426

Q4VWZ5
Acyl-CoA-binding protein

OS=Mus musculus
GN=Dbi PE=1 SV=1

2.511584 0.000002 8 8

P16460

Argininosuccinate
synthase OS=Mus

musculus GN=Ass1 PE=1
SV=1

3.306234 0.000002 51 51

P32848
Parvalbumin alpha
OS=Mus musculus

GN=Pvalb PE=1 SV=3
-3.524105 0.000003 34 35

P08003

Protein disulfide-
isomerase A4 OS=Mus

musculus GN=Pdia4 PE=1
SV=3

2.046456 0.000003 11 11

Q8R429

Sarcoplasmic/endoplasmic
reticulum calcium ATPase

1 OS=Mus musculus
GN=Atp2a1 PE=1 SV=1

-2.713465 0.000003 88 88

Q91Y97

Fructose-bisphosphate
aldolase B OS=Mus

musculus GN=Aldob PE=1
SV=3

1.738851 0.000003 46 44

2 Quality control

2.1 Experimental setup schema

MS
run

heart cerebrum muscle spleen kidney

O1 ['O1_heart_130C'] ['O1_cerebrum_128C'] ['O1_muscle_127N'] ['O1_spleen_131'] ['O1_kidney_126']
O2 ['O2_heart_129C'] ['O2_cerebrum_130C'] ['O2_muscle_128C'] ['O2_spleen_131'] ['O2_kidney_127N']
O3 ['O3_heart_129N'] ['O3_cerebrum_129C'] ['O3_muscle_128C'] ['O3_spleen_127N'] ['O3_kidney_131']
O4 ['O4_heart_129N'] ['O4_cerebrum_131'] ['O4_muscle_126'] ['O4_spleen_127N'] ['O4_kidney_127C']



2.2 Principal components analysis plot

 

2.3 Hierarchical clustering dendrogram

 



2.3 Miscellaneous

2.3.1 MS1 calibration plot 

 

2.3.2 MS1 Intensity histogram 

 

2.3.3 Other QC info 

peptides(*) means non-redundant, possibly modified peptides 

• Total number of peptides(*) found = 6162
• Total number of unique (after protein grouping) peptides(*) found = 5589



• Number of peptides(*) found in all MS runs = 1525
• Number of peptides(*) not found in all MS runs = 4637
• Number of proteins in the minimal expression result = 1650
• Number of proteins in the full expression result = 1685
• Number of PSMs detected and effectively used (i.e. after cleaning and removing

PSM Engine redundancy):
detected used

O1 25963 6304
O2 24284 6094
O3 24939 5694
O4 24329 5864

• Percentage of PSMs with too high Isolation interference (>30.0%):
O1 O2 O3 O4

54.6612 53.1002 57.1618 54.9829

• Injection time information:
max num max num below

O1 100 105 6199
O2 100 55 6039
O3 100 161 5533
O4 100 104 5760

• DeltaM [ppm] statistics:
max mean std

O1 9.90071 0.902178 1.71345
O2 9.9193 1.14396 1.72531
O3 9.6808 2.43612 1.76862
O4 9.77789 2.3859 1.71767

• MS2 intensity statistics:
◦ O1

max mean std
O1_kidney_126 8523645.0 111234.868517 3.285121e+05
O1_cerebellum_127C 5044792.0 104588.926504 3.374853e+05
O1_muscle_127N 34315224.0 223361.377792 1.148412e+06
O1_cerebrum_128C 5743696.0 122052.294510 3.327012e+05
O1_lung_129C 68638160.0 180113.836544 1.535462e+06
O1_liver_129N 17744182.0 85596.919823 3.446037e+05
O1_heart_130C 26232164.0 153125.287954 6.751648e+05
O1_spleen_131 39463472.0 193050.547952 1.306303e+06

◦ O2
max mean std

O2_kidney_127N 4374192.0 103272.992639 2.498620e+05
O2_cerebellum_126 16646492.0 116734.434531 4.080028e+05
O2_muscle_128C 24628576.0 251543.222732 1.207775e+06
O2_cerebrum_130C 7861325.5 119039.890231 3.359354e+05



max mean std
O2_lung_129N 70523280.0 192683.348811 1.991065e+06
O2_liver_127C 8496806.0 131458.526439 3.574464e+05
O2_heart_129C 12413190.0 136163.707924 4.971077e+05
O2_spleen_131 34296504.0 189310.523831 1.167482e+06

◦ O3
max mean std

O3_kidney_131 3631872.5 77572.505671 1.969054e+05
O3_cerebellum_130C 5067829.5 84395.707144 2.623227e+05
O3_muscle_128C 18727894.0 225599.705825 1.001408e+06
O3_cerebrum_129C 5343449.5 97452.275169 2.547828e+05
O3_lung_126 27204476.0 115101.248123 8.423592e+05
O3_liver_127C 4984048.0 85184.409392 2.402938e+05
O3_heart_129N 21974356.0 105563.889027 5.585937e+05
O3_spleen_127N 21604796.0 131647.193660 8.350082e+05

◦ O4
max mean std

O4_kidney_127C 5463268.5 97896.047251 2.527200e+05
O4_cerebellum_128C 7447623.0 105211.186179 3.220788e+05
O4_muscle_126 23946978.0 231568.833431 1.075259e+06
O4_cerebrum_131 5015244.0 88491.357436 2.496847e+05
O4_lung_129C 58561296.0 187047.647958 1.749479e+06
O4_liver_130C 7866696.0 106431.818180 3.289829e+05
O4_heart_129N 29374540.0 204167.691835 9.399856e+05
O4_spleen_127N 35645208.0 148161.705753 9.982769e+05

3 Log

• QCQuan version = 0.8
• date = 2019-01-09 12:22:04
• job duration = 199s

WARNING:root:Couldn't find a 'First Scan' column; creating it by copy-pasting the
contents of the 'RT [min]' column. 
INFO:root:Starting processing of MSRun 'O1' of job 'Organs_full' at 2019-01-10
15:23:37 
WARNING:root:Some PSMs have been removed from the workflow due to missing
values: see removedData['missing']. 
WARNING:root:No PTM aggregation done. 
INFO:root:Finished processing of MSRun 'O1' of job 'Organs_full' at 2019-01-10
15:23:53 
WARNING:root:Couldn't find a 'First Scan' column; creating it by copy-pasting the
contents of the 'RT [min]' column. 
INFO:root:Starting processing of MSRun 'O2' of job 'Organs_full' at 2019-01-10
15:23:54 
WARNING:root:Some PSMs have been removed from the workflow due to missing
values: see removedData['missing']. 



WARNING:root:No PTM aggregation done. 
INFO:root:Finished processing of MSRun 'O2' of job 'Organs_full' at 2019-01-10
15:24:10 
WARNING:root:Couldn't find a 'First Scan' column; creating it by copy-pasting the
contents of the 'RT [min]' column. 
INFO:root:Starting processing of MSRun 'O3' of job 'Organs_full' at 2019-01-10
15:24:11 
WARNING:root:Some PSMs have been removed from the workflow due to missing
values: see removedData['missing']. 
WARNING:root:No PTM aggregation done. 
INFO:root:Finished processing of MSRun 'O3' of job 'Organs_full' at 2019-01-10
15:24:28 
WARNING:root:Couldn't find a 'First Scan' column; creating it by copy-pasting the
contents of the 'RT [min]' column. 
INFO:root:Starting processing of MSRun 'O4' of job 'Organs_full' at 2019-01-10
15:24:29 
WARNING:root:Some PSMs have been removed from the workflow due to missing
values: see removedData['missing']. 
WARNING:root:No PTM aggregation done. 
INFO:root:Finished processing of MSRun 'O4' of job 'Organs_full' at 2019-01-10
15:24:47 
INFO:root:Starting analysis of job: Organs_full at 2019-01-10 15:24:47 
INFO:root:Finished analysis of job: Organs_full at 2019-01-10 15:26:25 
INFO:root:Starting visualization and report generation of job: Organs_full at
2019-01-10 15:26:25 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage10" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage19" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage28" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage37" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage46" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage55" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage64" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage73" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage82" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage91" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage100" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage109" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage118" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage127" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage136" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use



"pyimage145" as iconphoto: not a photo image 
INFO:matplotlib.backends._backend_tk:Could not load matplotlib icon: can't use
"pyimage154" as iconphoto: not a photo image 
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