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Suppl. Table 1: Mutational profiling of PDX by Illumina TruSequ Amplicon Cancer Panel. In this profiling 212 amplicons of 48 oncogenes were analyzed. The table summarizes the mutational status of the most relevant oncogenes in CRC assessed by this analysis.
	PDX
	APC
	BRAF
	EGFR
	KRAS
	NRAS
	PIK3CA
	PTEN
	TP53

	
	AA mutation

	Co 5676
	
	
	
	
	
	
	
	IndelHO

	Co 5677
	
	
	
	
	
	
	
	IndelHO

	Co 5679
	E1451XHE
	
	
	G13DHO
	
	
	
	R273HHO

	Co 5682
	IndelHO
	
	
	G12SHO
	
	
	
	G206CHO

	Co 5734
	
	
	
	
	
	
	
	V172FHO

	Co 5735
	IndelHE
	
	
	
	
	
	
	L194RHO

	Co 5736
	IndelHO
	
	
	G12VHE
	
	
	
	

	Co 5771
	S1392XHE
	
	
	Q61HHE
	
	Q546KHE
	
	

	Co 5776
	E1306XHO
	
	
	A146THE
	
	
	
	V173FHO

	Co 5841
	Q1123XHE
	
	
	G12DHE
	
	
	
	R196XHO

	Co 5854
	E1538XHO
	V600EHE
	
	
	
	E542KHE
	G293VHO
	

	Co 5896
	IndelHE
	
	
	G12SHE
	
	
	
	P278LHO

	Co 6044
	S1356XHO
	
	
	
	
	
	
	

	Co 6228
	
	
	
	
	
	
	
	R175HHO

	Co 72711
	IndelHO
	
	
	G12AHO
	
	
	
	R175HHO

	Co 7475
	IndelHO
	
	
	A146THE
	
	E545KHE
	
	

	Co 7515
	IndelHO
	
	
	
	
	
	R335XHO
	R267XHO

	Co 7523
	
	G466RHE
	
	
	G12EHE
	
	
	

	Co 7553A2
	
	
	
	
	
	
	
	

	Co 7553B2
	
	
	
	
	
	
	
	

	Co 7567
	Q1406XHO
	
	
	G12AHE
	
	
	
	R175HHO

	Co 7596
	R876XHO
	
	
	
	
	
	
	R243WHO

	Co 76601
	IndelHO
	
	
	G12A
	
	
	
	R175HHO

	Co 7689
	
	
	
	G12DHE
	
	
	
	

	Co 7809
	IndelHO
	
	
	G12DHE
	
	
	
	R273CHO

	Co 7818
	
	G469VHE
	
	
	
	
	
	R248QHO

	Co 7835
	K1308XHO
	
	
	G12DHE
	
	E545GHE
	
	R273CHO

	Co 7888
	
	
	
	A146VHO
	
	
	
	R248QHO

	Co 7935
	E1322XHO
	
	
	
	
	
	
	

	Co 9587
	R876XHE
	
	
	G12DHE
	
	del104HE
	
	

	Co 9634
	
	
	
	Q61HHO
	
	C420RHE; R88QHE
	
	

	Co 9689A3
	Q1378XHE
	
	
	
	
	
	
	R248WHO

	Co 9689B3
	Q1378XHE
	
	
	
	
	
	
	R248WHO

	Co 9729
	E1397XHE
	
	
	G12VHO
	
	
	
	

	Co 9775
	
	
	
	G12DHE
	
	
	
	G245SHO

	Co 9946
	ins1414HE
	
	
	
	Q61RHO
	N345IHO
	
	R306XHO

	Co 9978
	E1322XHE
	
	
	G12VHE
	
	
	
	

	Co 99974
	Q1429XHE; del904HE
	
	
	G12AHE
	
	
	
	

	Co 10158
	99, Q1429X
	
	
	A146THO
	
	
	
	

	Co 10194
	A876XHE; E1306XHE
	
	
	
	
	
	
	

	Co 103004
	Q1429XHE; del904HE
	
	
	G12AHE
	
	
	
	

	Co10302A5
	E1521VHE
	V600EHE
	
	
	
	
	
	

	Co10302B5
	
	V600EHE
	
	
	
	
	
	

	Co 10377
	Q1406XHO
	
	
	A146THE
	
	del106HE

	
	R248WHO

	Co 10383
	
	
	
	G12CHE
	
	
	
	

	Co 10588
	
	
	
	G12VHO
	
	
	
	E211XHE Y163XHE

	Co 10764
	
	
	
	G13DHO
	
	
	
	R196XHO

	Co 10925
	E1379XHO
	
	
	
	
	
	
	

	Co 11061
	del1412HE
	
	
	
	
	
	del321HE
	

	%mutPDX
	67.3
	10.2
	0.0
	55.1
	4.1
	16.3
	6.1
	53.1



1 -5 PDX models were derived from the same patient
























Suppl. Table 2: Sensitivity of the PDX towards standard of care drugs. The table summarizes the chemosensitivity data by tumor response scores basd on the optimal treated to control values (optT/C): (-) negative, optT/C value 50-100%; (+), optT/C value 25-50%; (++), optT/C value 10-25%; (+++), optT/C value 5-10%; (++++), optT/C value 0-5%.
	PDX
	5-FU
	
	Irinotecan
	
	Oxaliplatin
	

	
	opt T/C
[%]
	score
	RTV
	
	opt T/C
[%]
	score
	RTV
	
	opt T/C
[%]
	score
	RTV
	

	Co 5676
	47.6
	 + 
	1.9
	
	16.6
	 +++
	0.6
	
	60.61
	 - 
	2.03
	

	Co 5677
	64.5
	 - 
	2
	
	18.8
	 +++
	0.3
	
	107.3
	-
	8.9
	

	Co 5679
	35.5
	 + 
	2.1
	
	14.8
	 +++ 
	0.8
	
	95.3
	-
	10.2
	

	Co 5682
	43.6
	 + 
	1.4
	
	49.1
	 + 
	1.2
	
	60.3
	 - 
	1.7
	

	Co 5734
	31
	 ++
	1.1
	
	30.9
	 ++
	1.1
	
	57.8
	 - 
	4.8
	

	Co 5735
	21.6
	 ++
	1.4
	
	9.9
	 +++
	0.7
	
	9.8
	 +++
	1.8
	

	Co 5736
	73.1
	 - 
	2
	
	46.2
	 + 
	1.3
	
	60.8
	 - 
	6.2
	

	Co 5771
	54
	 - 
	3.1
	
	11.5
	 +++
	0.6
	
	59.2
	 - 
	3.6
	

	Co 5776
	47.6
	 + 
	1.9
	
	6.37
	 +++
	1.25
	
	18.5
	 +++
	3
	

	Co 5841
	47.1
	 + 
	2.32
	
	34.1
	 ++
	2
	
	22.6
	 ++
	3.6
	

	Co 5854
	93.7
	 - 
	5.2
	
	31.8
	 ++
	1.6
	
	25.9
	 ++
	5.3
	

	Co 5896
	74.32
	 - 
	2.85
	
	47.46
	 + 
	1.6
	
	44.7
	+
	4.9
	

	Co 6044
	21.3
	 ++
	1.7
	
	5.6
	 +++
	0.5
	
	14.2
	 +++
	1.5
	

	Co 6228
	74.14
	 -
	3.9
	
	22.41
	 ++
	1.46
	
	43.8
	(+)
	5.4
	

	Co 72711
	21.2
	 ++
	1.6
	
	6.1
	 +++ 
	0.7
	
	86.6
	-
	9.1
	

	Co 7475
	12.38
	 +++
	1.53
	
	1.9
	 ++++
	0.27
	
	88.1
	-
	8.8
	

	Co 7515
	50.53
	 - 
	3.05
	
	25.26
	 ++
	1.21
	
	34.6
	 ++
	3.5
	

	Co 7523
	41.8
	 + 
	1.56
	
	24.59
	 ++ 
	1.09
	
	55.8
	-
	3.6
	

	Co 7553A2
	42.86
	 + 
	3.28
	
	11.43
	 +++
	0.75
	
	58.8
	-
	6.6
	

	Co 7553B2
	55.71
	 - 
	3.58
	
	18.45
	 +++
	0.93
	
	63.5
	-
	1
	

	Co 7567
	54.39
	 - 
	1.22
	
	31.34
	 ++
	1
	
	80.2
	-
	3.1
	

	Co 7596
	52.38
	 - 
	4
	
	7.14
	 +++
	0.47
	
	138.7
	-
	8.9
	

	Co 76601
	n.a.
	n.a.
	n.a.
	
	n.a.
	n.a.
	n.a.
	
	75.1
	-
	2.4
	

	Co 7689
	77.12
	 -
	5.37
	
	12.14
	 +++
	1.42
	
	19.1
	 +++ 
	1.2
	

	Co 7809
	88.75 
	 - 
	7.87
	
	2.1
	 ++++ 
	0.28
	
	26.3
	 ++
	1.3
	

	Co 7818
	71.43
	 - 
	10.33
	
	10.22
	 +++
	1
	
	41.4
	 +
	4.2
	

	Co 7835
	33.59
	 ++
	5.95
	
	3.98
	 ++++
	0.6
	
	42
	 +
	5.7
	

	Co 7888
	52
	 - 
	2.63
	
	11.11
	 +++
	0.38
	
	60.7
	-
	2.6
	

	Co 7935
	82.73
	 - 
	3.37
	
	27.85
	 ++
	1
	
	63.1
	-
	2.1
	

	Co 9587
	54.9
	 -
	1.3
	
	74.8
	 -
	1.6
	
	58.4
	 -
	1.2
	

	Co 9634
	39.3
	 +
	10.7
	
	12.4
	 +++
	1.6
	
	48.1
	 +
	10.8
	

	Co 9689A3
	64.9
	 -
	4.2
	
	31.7
	 ++
	2.2
	
	54.3
	 -
	3.6
	

	Co 9689B3
	103.8
	 -
	5.5
	
	9.1
	 +++
	0.6
	
	67.2
	 -
	4.8
	

	Co 9729
	106.1
	 -
	2.1
	
	118.3
	 -
	2.1
	
	94.5
	 -
	1.7
	

	Co 9775
	30.4
	 ++
	2
	
	18.5
	 +++
	1.5
	
	51.8
	 -
	3.9
	

	Co 9946
	86.9
	 -
	2
	
	71.1
	 -
	1.4
	
	79.1
	 -
	1.5
	

	Co 9978
	20.6
	 ++
	15.8
	
	13
	 +++
	3.6
	
	38.2
	 +
	19.5
	

	Co 99974
	52.4
	 -
	3
	
	27.4
	 ++
	1.6
	
	97.6
	 -
	6.6
	

	Co 10158
	18.3
	 +++
	3.1
	
	11.1
	 +++
	2
	
	20.6
	 ++
	3.5
	

	Co 10194
	85.7
	 -
	4.9
	
	9.6
	 +++
	0.7
	
	38.9
	 +
	1.9
	

	Co 103004
	56.3
	 -
	2
	
	26.2
	 ++
	1.3
	
	97.2
	 -
	3.6
	

	Co10302A5
	46.9
	 +
	2.1
	
	37.4
	 +
	1.7
	
	72.4
	 -
	3.6
	

	Co10302B5
	44.6
	 (+)
	1.9
	
	25.7
	 ++
	1.5
	
	72.7
	 -
	1.9
	

	Co 10377
	126.4
	 -
	32.1
	
	2.2
	 ++++
	1.5
	
	69.6
	 -
	15.7
	

	Co 10383
	8.8
	 +++
	1.2
	
	5.6
	 +++
	1
	
	70
	 -
	9.8
	

	Co 10588
	188.4
	 - 
	12.2
	
	53.3
	 - 
	3.5
	
	133
	 - 
	4.4
	

	Co 10764
	40.7
	 +
	3.4
	
	28.8
	 ++
	2.2
	
	48.5
	 +
	3.6
	

	Co 10925
	17.8
	 +++
	0.8
	
	11.6
	 +++
	0.5
	
	25.2
	 ++
	1.2
	

	Co 11061
	21.9
	 ++
	1.8
	
	24
	 ++ 
	2.3
	
	42.5
	 + 
	4.1
	
































1 -5 PDX models were derived from the same patient
































Suppl. Table 3:Sensitivity of the PDX towards targeted drugs. The table summarizes the chemosensitivity data by tumor response scores basd on the optimal treated to control values (optT/C): (-) negative, optT/C value 50-100%; (+), optT/C value 25-50%; (++), optT/C value 10-25%; (+++), optT/C value 5-10%; (++++), optT/C value 0-5%.
	PDX
	Bevacizumab
	
	Cetuximab
	
	Erlotinib
	

	
	opt T/C
[%]
	score
	RTV
	
	opt T/C
[%]
	score
	RTV
	
	opt T/C
[%]
	score
	RTV
	

	Co 5676
	48.8
	+
	4.1
	
	0.57
	++++
	0.12
	
	53.1
	-
	4.7
	

	Co 5677
	79.2
	-
	5.2
	
	96.9
	-
	5.7
	
	103.8
	-
	8
	

	Co 5679
	44.8
	+
	6.6
	
	38.6
	+
	6.2
	
	151.2
	-
	8.7
	

	Co 5682
	21.5
	++
	0.9
	
	45.2
	+
	1.3
	
	78.1
	-
	3.7
	

	Co 5734
	33.8
	++
	1.8
	
	12.1
	+++
	1.4
	
	29.6
	++
	1.2
	

	Co 5735
	15.9
	+++
	2.6
	
	22.5
	++
	3.0
	
	39.9
	+
	3.8
	

	Co 5736
	107.3
	-
	12.2
	
	92.4
	-
	12
	
	51.4
	-
	6
	

	Co 5771
	14.7
	+++
	1.1
	
	25.5
	++
	1.7
	
	36.6
	+
	2.6
	

	Co 5776
	30.1
	++
	3.3
	
	72.3
	-
	7.1
	
	72.2
	-
	6.7
	

	Co 5841
	23
	++
	1.5
	
	44.2
	+
	1.6
	
	27.4
	++
	3.6
	

	Co 5854
	38.9
	+
	8.2
	
	73.7
	-
	16.8
	
	34
	++
	7.2
	

	Co 5896
	39.6
	+
	3.6
	
	44.3
	+
	4.2
	
	92.9
	-
	7.3
	

	Co 6044
	75.5
	-
	6.4
	
	102.4
	-
	12.2
	
	81.6
	-
	5.7
	

	Co 6228
	27.8
	++
	5.2
	
	74.4
	-
	3.6
	
	78
	-
	12.7
	

	Co 72711
	45.7
	+
	4
	
	15.9
	+++
	1.6
	
	56.1
	-
	5.8
	

	Co 7475
	15.9
	+++
	5.7
	
	38.5
	+
	7.7
	
	97.1
	-
	5.5
	

	Co 7515
	40.4
	+
	2.9
	
	20.5
	++
	2.2
	
	42.2
	+
	4.3
	

	Co 7523
	57.8
	-
	3.8
	
	20.8
	++
	1.2
	
	73.7
	-
	5.7
	

	Co 7553A2
	36.9
	+
	3.8
	
	8.3
	+++
	0.8
	
	26.9
	++
	2.4
	

	Co 7553B2
	36.5
	+
	1.2
	
	8.7
	+++
	0.8
	
	36
	+
	0.7
	

	Co 7567
	72.5
	-
	2
	
	94.5
	-
	2.2
	
	141.4
	-
	3.3
	

	Co 7596
	31.2
	++
	2.2
	
	0.7
	++++
	0.2
	
	29.2
	++
	1.6
	

	Co 76601
	26.9
	++
	0.7
	
	28.8
	++
	0.7
	
	76.9
	-
	1.7
	

	Co 7689
	63.7
	-
	4
	
	58.2
	-
	4.6
	
	73.4
	-
	3.5
	

	Co 7809
	11.7
	+++
	2.2
	
	60.3
	-
	8.4
	
	85.3
	-
	10.9
	

	Co 7818
	37.9
	+
	3.7
	
	36.4
	+
	3.6
	
	38.9
	+
	3.2
	

	Co 7835
	24.5
	++
	2.9
	
	44.4
	+
	6.4
	
	45.5
	+
	5.8
	

	Co 7888
	59.5
	-
	1.9
	
	29.1
	++
	1.1
	
	63.9
	-
	3.4
	

	Co 7935
	67.4
	-
	1.5
	
	21.1
	++
	0.9
	
	23
	++
	1
	

	Co 9587
	65.9
	-
	1.5
	
	75.4
	-
	2
	
	42.7
	+
	1
	

	Co 9634
	41.9
	+
	5.2
	
	64.1
	-
	7.8
	
	72.6
	-
	8.2
	

	Co 9689A3
	33
	++
	1.9
	
	14.5
	+++
	0.8
	
	51.9
	-
	2.9
	

	Co 9689B3
	25
	++
	2.3
	
	8.4
	+++
	0.9
	
	32.7
	++
	2.7
	

	Co 9729
	109.7
	-
	2.3
	
	103.9
	-
	2
	
	119.6
	-
	2.2
	

	Co 9775
	25.1
	++
	1.7
	
	49.7
	(+)
	3.3
	
	47.5
	+
	3.7
	

	Co 9946
	50.2
	-
	1
	
	57.2
	-
	1.1
	
	72.3
	-
	1.6
	

	Co 9978
	20.2
	++
	9.2
	
	14.7
	+++
	10.6
	
	18
	+++
	8.8
	

	Co 99974
	55.8
	-
	3.3
	
	42.2
	+
	2.2
	
	52.8
	-
	3.2
	

	Co 10158
	24
	++
	3.6
	
	42.1
	+
	6.1
	
	40.2
	+
	6.1
	

	Co 10194
	64.2
	-
	3.1
	
	0.6
	++++
	0.1
	
	33.5
	++
	2
	

	Co 103004
	71.3
	-
	2.7
	
	55
	-
	2.3
	
	65.8
	-
	2.8
	

	Co10302A5
	100.7
	-
	4.7
	
	190.4
	-
	9.5
	
	88.5
	-
	4.2
	

	Co10302B5
	108.8
	-
	2.3
	
	87.7
	-
	3.7
	
	53.4
	-
	2.2
	

	Co 10377
	44.3
	+
	8.5
	
	69.3
	-
	13.6
	
	106
	-
	23.3
	

	Co 10383
	16.3
	+++
	1.9
	
	15.9
	+++
	2.1
	
	60.5
	-
	8.4
	

	Co 10588
	100.2
	-
	6.9
	
	171.8
	-
	10.7
	
	206
	-
	14.8
	

	Co 10764
	38.1
	+
	2.8
	
	39.5
	+
	2.8
	
	51.6
	-
	3.6
	

	Co 10925
	21.9
	++
	1.1
	
	6.8
	+++
	0.4
	
	32.2
	++
	1.5
	

	Co 11061
	33.6
	++
	3.1
	
	15.2
	+++
	1.6
	
	22.9
	++
	2.3
	
































1 -5 PDX models were derived from the same patient
































Suppl. Table 4: Gene copy number (GCN) of all PDX. The GCN was determined by real-time PCR.
	PDX
	Gene copy number

	
	BRAF
	EGFR
	KRAS

	Co 5676
	2
	3
	3

	Co 5677
	1
	1
	2

	Co 5679
	2
	2
	6

	Co 5682
	2
	2
	2

	Co 5734
	2
	2
	2

	Co 5735
	2
	2
	2

	Co 5736
	1
	1
	2

	Co 5771
	2
	2
	4

	Co 5776
	1
	1
	2

	Co 5841
	2
	2
	3

	Co 5854
	2
	2
	2

	Co 5896
	1
	1
	2

	Co 6044
	1
	1
	2

	Co 6228
	1
	2
	3

	Co 72711
	2
	2
	2

	Co 7475
	1
	1
	2

	Co 7515
	1
	1
	1

	Co 7523
	1
	1
	2

	Co 7553A2
	2
	2
	3

	Co 7553B2
	4
	4
	6

	Co 7567
	2
	3
	4

	Co 7596
	23
	4
	9

	Co 76601
	1
	1
	1

	Co 7689
	1
	1
	2

	Co 7809
	1
	2
	3

	Co 7818
	6
	5
	7

	Co 7835
	2
	2
	3

	Co 7888
	3
	6
	3

	Co 7935
	3
	4
	4

	Co 9587
	1
	1
	2

	Co 9634
	2
	2
	2

	Co 9689A3
	3
	5
	4

	Co 9689B3
	3
	4
	4

	Co 9729
	1
	1
	2

	Co 9775
	4
	3
	4

	Co 9946
	2
	2
	3

	Co 9978
	2
	2
	4

	Co 99974
	3
	3
	5

	Co 10158
	1
	1
	3

	Co 10194
	2
	2
	4

	Co 103004
	2
	3
	4

	Co10302A5
	1
	1
	3

	Co10302B5
	1
	1
	2

	Co 10377
	1
	1
	2

	Co 10383
	2
	3
	3

	Co 10588
	1
	1
	1

	Co 10764
	2
	2
	2

	Co 10925
	2
	4
	4

	Co 11061
	1
	1
	3

































1 -5 PDX models were derived from the same patient

































Suppl. Table 5: Comparison of gene copy numbers (GCN) in cetuximab resistant PDX. GCN of BRAF, EGFR and KRAS was compared in Co7596_orig vs. Co5796_cetux and in Co10718_orig vs. Co10718_cetux. The GCN were determined by real-time PCR analysis using samples of PDX of same in vivo passage numbers to ensure best comparability.

	
	Gene copy number 

	
	BRAF
	EGFR
	KRAS

	Co 7596
	21.25±4.24
	4.00±0.00
	2.00±0.00

	Co 7596_cetux
	9.42±2.90
	5.00±1.41
	2.00±0.00

	
	BRAF
	EGFR
	KRAS

	Co 10718
	3.05±0.69
	4.67±1.15
	2.00±0.00

	Co 10718_cetux
	2.35±0.42
	4.40±0.89
	2.00±0.00














Supplementary Table 6: TMT labelling scheme of all samples used in this study.
	Channels
	Randomized samples

	126
	Empty

	127N
	Co7596_orig Replicate 2

	127C
	Co10718_cetux Replicate 2

	128N
	Co7596_cetux Replicate 1

	128C
	Co10718_orig Replicate 1

	129N
	Co7596_cetux Replicate 2

	129C
	Co10718_orig Replicate 2

	130N
	Co7596_orig Replicate 1

	130C
	Co10718_cetux Replicate 1

	131
	Pooled internal standard







Supplementary Figures
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Supplementary Figure 1: Schematic representation of the proteomic analysis workflow.
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Supplementary Figure 2: Principal component analysis of all samples used in this study. PCA analysis is performed on subset of high variant proteins ( sd > 0.5). Samples are color-coded by model name and acquired resistance status. PC1 and PC2 accounted for 31.31% and 17.3% of the contribution to the variance, respectively. Note that acquired resistance status can be explained by second highest variance
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Suppl. Fig 3: Proteins and phosphosites significantly regulated in cetuximab resistant model Co10718_cetux. A. Volcano plot illustrates [-10Log10(p-value)] vs. the log fold change, with proteins outside the significance lines colored in red (adj. p-value < 0.05). p values are calculated from the resistant models and their sensitive counterparts. B. Volcano plot shows significantly regulated phosphosites in cetuximab resistant model Co10718_cetux.
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Suppl. Fig 4: GO analysis of significantly regulated proteins and phosphosites in cetuximab resistant model Co10718_cetux. A. GO terms are grouped according to KEGG pathways and biological process analysis of the significantly regulated proteins in cetuximab resistant model Co10718_cetux (adj. p-value<0.05) and top 20 groups are shown, if available. Red and blue colors indicate up and downregulation, respectively.  B. Top20 biological processes and KEGG pathways enriched in the significantly regulated phosphosites of cetuximab resistant model Co10718_cetux (adj. p-value<0.05).
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hsa00500:Starch and sucrose metabolism
hsa05132:Salmonella infection

hsa04142:Lysosome

hsa04510:Focal adhesion

hsa01100:Metabolic pathways

hsa00230:Purine metabolism

hsa00071:Fatty acid degradation
hsa04922:Glucagon signaling pathway
hsa04978:Mineral absorption
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B KEGG pathways

Co010718 Phosphoproteome

Cetuximab vs. Control UP

hsa03013:RNA transport
hsa03040:Spliceosome

hsa05168:Herpes simplex infection
hsa04110:Cell cycle

hsa03008:Ribosome biogenesis in eukaryotes
hsa04520:Adherens junction
hsa04622:RIG-ike receptor signaling pathway
hsa05130:Pathogenic Escherichia coli infection
hsa00480:Glutathione metabolism
hsa04390:Hippo signaling pathway
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KEGG pathways

Co010718 Phosphoproteome
Cetuximab vs. Control DOWN

hsa04810:Regulation of actin cytoskeleton
hsa03040:Spliceosome

hsa04530:Tight junction

hsa04520:Adherens junction

hsa03013:RNA transport
hsa05130:Pathogenic Escherichia coli infection
hsa05205:Proteoglycans in cancer
hsa04510:Focal adhesion

hsa04611:Platelet activation
hsa04144:Endocytosis
hsa05412:Arrhythmogenic right ventricular cardiomyopathy (ARVC)
hsa04919:Thyroid hormone signaling pathway
hsa04110:Cell cycle

hsa05168:Herpes simplex infection
hsa04931:Insulin resistance
hsa04670:Leukocyte transendothelial migration
hsa05164:Influenza A
hsa04270:Vascular smooth muscle contraction
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Biological processes
Co010718 Proteome
Cetuximab vs. Control UP

G0:0055114~oxidation-reduction process [ NN
G0:0033539~fatty acid beta-oxidation using acyl-CoA dehydrogenase [ NNNRNEEIN
G0:0032981~mitochondrial respiratory chain complex | assembly [ NN
G0:0008152~metabolic process [ NN
G0:0006635~fatty acid beta-oxidation | NN
G0:0006271~DNA strand elongation involved in DNA replication [ NN
G0:0005975~carbohydrate metabolic process | NN
G0:0044597~daunorubicin metabolic process [ NN
G0:0044598~doxorubicin metabolic process [ NN
G0:0042493~response to drug [
GO:0009083~branched-ehain amino acid catabolic process
GO:0051289~protein homotetramerization [N
GO:0006081~cellular aldehyde metabolic process [N
GO:0046686~response to cadmium ion -
G0:0055088~lipid homeostasis [N
G0:0006418~tRNA aminoacylation for protein translation
G0:0006552~leucine catabolic process [N
G0:0043524~negative regulation of neuron apoptotic process [
G0:0000060~protein import into nucleus, translocation [N
G0:0001523~retinoid metabolic process [
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Biological processes
C010718 Proteome

Cetuximab vs. Control DOWN
G0:0006886~intracellular protein transport
GO:0006888~ER to Golgi vesicle-mediated transport
GO:0098609~cell-cell adhesion
G0:0008360~regulation of cell shape
G0:0051017~actin filament bundle assembly _
G0:0006635~fatty acid beta-oxidation
G0:0048013~ephrin receptor signaling pathway _
G0:0048208~COPIl vesicle coating |  E EEEEEEEEENN
G0:0043547~positive regulation of GTPase activity _
G0:0015031~protein transport | N EREREEEE
G0:0007266~Rho protein signal transduction
G0:0035023~regulation of Rho protein signal transduction
G0:0006629~lipid metabolic process
GO:0001889~liver development
G0:0055114~oxidation+eduction process
G0:0030036~actin cytoskeleton organization
GO:0006626~protein targeting to mitochondrion
G0:0021762~substantia nigra development
GO:0006107~oxaloacetate metabolic process
G0:0006897~endocytosis
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Biological processes
C010718 Phosphoproteome
Cetuximab vs. Control

GO:0006406~mRNA export from nucleus
G0:0000398~mRNA splicing, via spliceosome

GO:0098609~cell-cell adhesion
GO:0010467~gene expression
GO:0016925~protein sumoylation
G0:0051301~cell division
G0:0007067~mitotic nuclear division
GO:0006409~tRNA export from nucleus
GO:0010827~regulation of glucose transport
GO0:0016032~viral process
GO0:0006397~mRNA processing
GO:0006405~RNA export from nucleus
GO:0007077~mitotic nuclear envelope disassembly
G0:0031047~gene silencing by RNA
GO:0075733~intracellular transport of virus
G0:0007062~sister chromatid cohesion
G0:1900034~regulation of cellular response to heat
GO:0000281~mitotic cytokinesis
GO:0019083~viral transcription

gati ion of iption from RNA Il promoter
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Biological processes
C010718 Phosphoproteome
Cetuximab vs. Control DOWN

G0:0098609~cell-cell adhesion

G0:0043547~positive regulation of GTPase activity
G0:0016032~viral process

G0:0007010~cytoskeleton organization
G0:0000398~mRNA splicing, via spliceosome
G0:0051017~actin filament bundle assembly
GO0:0016477~cell migration
G0:0008360~regulation of cell shape
G0:0051726~regulation of cell cycle
G0:0010467~gene expression
G0:0051301~cell division
G0:0030036~actin cytoskeleton organization
G0:0007067~mitotic nuclear division
G0:0035023~regulation of Rho protein signal transduction
G0:0051056~regulation of small GTPase mediated signal transduction
G0:0007049~cell cycle
G0:0007077~mitotic nuclear envelope disassembly
GO:1900034~regulation of cellular response to heat
G0:0051693~actin filament capping
G0:0007018~microtubule-based movement
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