Supplementary Table 1. Clinical and molecular data summary of 57 breast cancer patients: WES triplets (n=48) and WTS triplets (n=33) datasets (continued)
	Patient
	DNA data
	RNA data
	T stage
	N stage
	M stage
	IHC Subtype
(ER/PR
/HER2)

	MT_173
	O
	O
	1
	0
	1
	-/-/-

	MT_192
	O
	O
	2
	1
	1
	-/-/-

	MT_197
	O
	O
	2
	0
	1
	+2/-/-

	MT_215
	O
	O
	2
	2
	1
	-/-/-

	MT_217
	O
	O
	-
	-
	1
	-/-/-

	MT_258
	O
	X
	2
	1
	1
	-/-/-

	MT_261
	O
	O
	
	
	1
	+/+/+

	MT_276
	O
	X
	
	
	1
	-/-/-

	MT1_285
	O
	X
	2
	0
	1
	-/-/-

	MT_347
	O
	O
	3
	1
	1
	-/-/-

	MLN_359
	O
	O
	2
	2
	1
	-/-/+3

	MT_373
	O
	X
	
	
	1
	-/-/-

	MT_381
	O
	O
	2
	2
	1
	+/-/- 

	MT_408
	O
	X
	3
	0
	1
	-/-/-

	MT_409
	O
	X
	
	
	1
	-/-/-

	MT_426
	O
	X
	3
	3
	1
	-/-/-

	MT1_434
	O
	O
	3
	3
	1
	-/-/-



Supplementary Table 1. Clinical and molecular data summary of 57 breast cancer patients: WES triplets (n=48) and WTS triplets (n=33) datasets (continued)
	Patient
	DNA data
	RNA data
	T stage
	N stage
	M stage
	IHC Subtype
(ER/PR
/HER2)

	T12
	O
	O
	3
	3
	1
	-/-/-

	T135
	O
	O
	2
	3
	1
	-/-/+3

	T148
	O
	X
	
	
	1
	+5/-/- 

	T193
	O
	X
	2
	0
	1
	-/-/-

	T197
	O
	O
	3
	1
	1
	-/-/+3

	T61
	O
	O
	3
	3
	1
	+10/-/-

	MT_246
	O
	O
	2
	0
	1
	-/-/-

	MT_411
	O
	X
	2
	0
	1
	+/+/-

	T125
	X
	O
	2
	1
	1
	-/-/-

	MT-234
	X
	O
	2
	2
	1
	-/-/+3

	MT_309
	X
	O
	3
	2
	1
	-/-/+3

	MT_99
	O
	X
	4
	3
	0
	Malignant phyllodes

	MT_158
	O
	O
	2
	0
	0
	-/-/-

	MT_179
	O
	O
	4
	3
	0
	-/-/3+

	MT_195
	O
	X
	2
	0
	0
	-/-/-

	MT_214
	O
	O
	2
	0
	0
	-/-/-

	MT_227
	O
	X
	2
	0
	0
	-/-/-

	MT_231
	O
	X
	2
	2
	0
	-/-/-




Supplementary Table 1. Clinical and molecular data summary of 57 breast cancer patients: WES triplets (n=48) and WTS triplets (n=33) datasets (continued)
	Patient
	DNA data
	RNA data
	T stage
	N stage
	M stage
	IHC Subtype
(ER/PR
/HER2)

	MT_247
	O
	X
	2
	0
	0
	-/-/-

	MT_292
	O
	X
	
	
	0
	-/-/-

	MT_327
	O
	O
	
	
	0
	+/+/+

	MT_354
	O
	X
	2
	0
	0
	+/-/-

	MT_363
	O
	X
	
	
	0
	-/-/-

	MT_370
	O
	O
	
	
	0
	-/-/+

	MT_404
	O
	O
	
	
	0
	-/-/-

	MT_429
	O
	X
	3
	2
	0
	-/-/-

	MT_430
	O
	X
	3
	0
	0
	+/+/-

	T134
	O
	X
	2
	0
	0
	-/-/-

	T141
	O
	O
	2
	0
	0
	-/-/-

	T142
	O
	X
	2
	0
	0
	-/-/-

	T196
	O
	X
	2
	1
	0
	-/-/-

	T27
	O
	O
	
	
	0
	-/-/-

	MT_265
	O
	O
	
	
	0
	-/-/-

	T139
	X
	O
	3
	1
	0
	-/-/-

	MT-130
	X
	O
	1
	0
	0
	-/-/-

	T192
	X
	O
	2
	1
	0
	-/-/-

	MT_317
	X
	O
	2
	1
	0
	+/+/-

	T268
	X
	O
	2
	0
	0
	-/-/-

	T257
	X
	O
	
	
	1
	

	MT_407
	O
	X
	
	
	
	



Supplementary Table 2. Most frequent gene-level pathogenic CNVs of both primary tumors and xenograft tumors (continued)
	Gene
	Primary with CN alteration
	Xenograft with CN alteration
	Locus
	Alteration
	Δ CN (mean) from primary to xenograft

	MYC
	28
	39
	8q24.21
	Amplification
	2.31 

	DDR2
	21
	23
	1q23.3
	Amplification
	0.87 

	AGO2
	21
	34
	8q24.3
	Amplification
	1.94 

	IKBKE
	20
	27
	11q14.1
	Amplification
	0.62 

	NTRK1
	19
	22
	1q21-q22
	Amplification
	0.81 

	UBR5
	19
	30
	8q22
	Amplification
	1.00 

	BAALC
	19
	29
	8q22.3
	Amplification
	0.84 

	ELK4
	17
	25
	1q32.1
	Amplification
	0.85 

	PIK3C2B
	16
	25
	1q32
	Amplification
	0.93 

	MAP3K21
	16
	26
	1q42.2
	Amplification
	0.63 

	AKT3
	15
	24
	1q43-q44
	Amplification
	0.81 

	PRCC
	15
	22
	1q21
	Amplification
	1.04 

	ADHFE1
	15
	23
	8q12.3
	Amplification
	1.07 

	MDM4
	12
	25
	1q32
	Amplification
	1.32 



Primary/xenograft with CN alteration, total number of cases with CN alteration per each gene; Δ CN (mean) from primary to xenograft, the average change in copy numbers in the xenograft samples from their corresponding primary tumors

Supplementary Table 2. Most frequent gene-level pathogenic CNVs of both primary tumors and xenograft tumors
	Gene
	Primary with CN alteration
	Xenograft with CN alteration
	Locus
	Alteration
	Δ CN (mean) from primary to xenograft

	TBL1XR1
	12
	15
	3q26
	Amplification
	0.64 

	TERT
	12
	14
	5p15.33
	Amplification
	0.60 

	KIT
	12
	9
	4q12
	Amplification
	0.45 

	MCL1
	11
	25
	1q21
	Amplification
	1.92 

	LMNA
	11
	22
	1q21.2
	Amplification
	1.44 

	PIK3CA
	11
	15
	3q26.32
	Amplification
	0.58 

	KEL
	11
	7
	7q33
	Amplification
	0.23 

	BCL6
	10
	14
	3q27
	Amplification
	0.16 

	KDR
	10
	9
	4q31.2-q32
	Amplification
	0.47 

	RAD17
	9
	2
	5q13.2
	Deletion
	0.81 

	GATA3
	9
	16
	10p14
	Amplification
	1.10 

	PRKDC
	9
	16
	8q11.21
	Amplification
	1.18 





Supplementary Table 3. Profiling of molecular subtypes (IHC, PAM50 and Lehmann-based) in primary tumors and xenograft models with available RNA datasets (n=33) (continued)
	Patient tumor
	Xenograft tumor
	Primary tumor
	Primary tumor
	PDX

	Primary tumor
	Primary tumor 

	
	
	IHC-based
	PAM50
	PAM50
	Lehmann-based
	Distant metastasis

	T12
	X12
	-/-/-
	Basal
	Basal
	M
	Y

	T61
	X61
	+10/-/-
	Basal
	Basal
	NA
	Y

	T125
	X125
	-/-/-
	Basal
	Basal
	M
	Y

	T257
	X257
	-/-/-
	Basal
	Basal
	MSL
	Y

	T197
	X197
	-/-/+3
	Her2
	Her2
	NA
	Y

	T135
	X135
	-/-/+3
	LumB
	LumB
	NA
	Y

	MT-173
	MX_173
	-/-/-
	Basal
	Basal
	BL1
	Y

	MT-192
	MX_192
	-/-/-
	LumB
	LumB
	LAR
	Y

	MT-197
	MX_197
	+2/-/-
	Basal
	Basal
	NA
	Y

	MT-215
	MX2-215
	-/-/-
	Normal
	Basal
	MSL
	Y

	MT_217
	MX-217
	-/-/-
	Basal
	Basal
	IM
	Y

	MT-234
	MX_234
	-/-/+3
	HER2
	Her2
	NA
	Y

	MT-246
	MX_246
	-/-/-
	Basal
	LumB
	BL2
	Y

	MT_261
	MX-261
	+/+/+
	LumB
	LumB
	NA
	Y

	MT_309
	MX_309
	-/-/+3
	Her2
	Her2
	NA
	Y

	MT_347
	MX_347
	-/-/-
	Basal
	Basal
	BL1
	Y

	MT_381
	MX_381
	+/-/- 
	Her2
	LumB
	NA
	Y

	MT_434
	MX1_434
	-/-/-
	Basal
	Basal
	M
	Y

	MLN_359
	MX_359
	-/-/3+
	Her2
	Her2
	NA
	Y


Table 3-3_2. Profiling of molecular subtypes (IHC, PAM50 and Lehmann-based) in primary tumors and xenograft models with available RNA datasets (n=33)
	Patient tumor
	Xenograft tumor
	Primary tumor
	Primary tumor
	PDX
	Primary tumor
	Primary tumor 

	
	
	IHC-based
	PAM50
	PAM50
	Lehmann-based
	Distant metastasis

	T27
	X27
	-/-/-
	Basal
	Basal
	IM
	N

	T141
	X141
	-/-/-
	Basal
	Basal
	M
	N

	T139
	X139
	-/-/-
	LumB
	LumA
	LAR
	N

	MT-130
	MX_130
	-/-/-
	Basal
	Basal
	BL1
	N

	MT-158
	MX_158
	-/-/-
	Basal
	Basal
	IM
	N

	MT-179
	MX_179
	-/-/3+
	Basal
	Basal
	NA
	N

	T192
	X192
	-/-/-
	Basal
	Basal
	M
	N

	MT-214
	MX-214
	-/-/-
	Basal
	Basal
	BL2
	N

	MT-265
	MX-265
	-/-/-
	Basal
	Basal
	BL2
	N

	MT_317
	MX_317
	+/+/-
	LumB
	LumB
	NA
	N

	MT_327
	MX_327
	+/+/+
	LumB
	LumB
	NA
	N

	MT_370
	MX_370
	-/-/+
	Basal
	Basal
	NA
	N

	MT_404
	MX_404
	-/-/-
	Basal
	Basal
	UNS
	N

	T268
	X268
	-/-/-
	Basal
	Basal
	UNS
	N



IHC-based subtypes in the order of ER/PR/HER2.
M, mesenchymal; MSL, mesenchymal stem-like; BL1, basal-like 1; BL2, basal-like 2; IM, immunomodulatory; UNS, unspecified subtype; NA, not available because these samples are not TNBC according to IHC.

