[bookmark: _GoBack]Supplementary Table 1. Genomic analysis of CTCs. Genetic variants identified in at least 50% of total samples (n=8) or in at least 50% of the samples from a single group are shown.
	Gene
	HGVS Nucleotide
	HGVS Protein
	rsID number
	Variant type
	Tier (Somatic)
	ClinVar (Germline)
	Patients (AB/Fq)

	
	
	
	
	
	
	
	Responder patients
	Non-responder patients

	ATM
	c.6007-35del
	p.?
	rs778594061
	ISV
	IV
	NR
	1.7/?
	1.9/?
	1.8/?
	2.0/?
	1.8/?
	2.0/?
	1.8/?
	2.0/?

	BRCA1
	c.81-12dup
	p.?
	rs273902789
	ISV
	IV
	B/PB
	5.4/0
	4.5/0
	5.0/0
	5.9/0
	4.7/0
	5.7/0
	4.1/0
	6.7/0

	BRCA2
	c.68-7del
	p.?
	rs276174878
	ISV
	IV
	B
	9.3/0.1
	9.1/0.1
	9.3/0.1
	9.3/0.1
	9.1/0.1
	9.5/0.1
	8.9/0.1
	9.4/0.1

	
	c.9097del
	p.(Thr3033LeufsTer29)
	rs397507419
	F
	II
	P
	2.9/0
	2.7/0
	2.8/0
	2.9/0
	2.9/0
	2.9/0
	2.8/0
	3.6/0

	
	c.9257-10del
	p.?
	rs276174919
	ISV
	IV
	C
	1.7/0
	1.8/0
	1.8/0
	1.9/0
	1.8/0
	1.8/0
	1.7/0
	1.9/0

	CDKN2A
	c.407dup
	p.(Thr137HisfsTer5)
	rs749588877
	F
	II
	US
	-
	1.9/0
	1.7/0
	1.9/0
	-
	2.5/0
	-
	1.8/0

	CSF1R
	c.*35_*36delCAinsTC
	p.?
	rs386693509
	ISV
	IV
	US
	100/?
	100/?
	100/?
	100/?
	100/?
	100/?
	100/?
	100/?

	FGFR1
	c.396_398del
	p.(Asp133del)
	rs138489552
	IFDEL
	IV
	LB
	-
	-
	1.5/0
	-
	1.6/0
	-
	1.6/0
	1.6/0

	MSH6
	c.3261dup
	p.(Phe1088LeufsTer5)
	rs267608078
	F
	II
	P
	7.7/0
	8.2/0
	7.5/0
	9.3/0
	6.6/0
	8.7/0
	7.1/0
	10.2/0

	NF1
	c.2033dup
	p.(Ile679AspfsTer21)
	rs587781807
	F
	II
	P
	2.5/0
	3.6/0
	2.5/0
	2.8/0
	2.6/0
	3.3/0
	2.5/0
	3.6/0

	
	c.2251+25del
	p.?
	rs768340418
	ISV
	II
	B
	2.4/0
	2.5/0
	2.6/0
	2.4/0
	2.5/0
	2.4/0
	2.5/0
	2.5/0

	
	c.4076dup
	p.(Gln1360SerfsTer20)
	rs1135402852
	F
	II
	P
	-
	-
	-
	2.5/?
	1.7/?
	1.8/?
	-
	-

	
	c.7615+32del
	p.?
	rs757338143
	ISV
	III
	NR
	-
	-
	-
	1.6/0
	1.5/0
	1.5/0
	-
	-

	
	c.7701dup
	p.(Lys2568GlnfsTer9)
	rs1060500295
	F
	II
	P
	-
	2.0/0
	1.7/0
	2.4/0
	-
	2.0/0
	1.5/0
	2.2/0

	
	c.7971-8del
	p.?
	rs564545012
	ISV
	IV
	B/LB
	5.5/0.1
	5.4/0.1
	5.6/0.1
	5.4/0.1
	5.2/0.1
	5.7/0.1
	5.3/0.1
	5.8/0.1

	NOTCH1
	c.7244_7246del
	p.(Pro2415del)
	rs762336270
	IFDEL
	IV
	C
	-
	-
	1.5/0
	2.2/0
	1.8/0
	1.7/0
	1.7/0
	-

	PTCH1
	c.75A>T
	p.(Pro25=)
	chr9:98279028 T⇒A
	S
	IV
	LB
	3.8/?
	4.4/?
	-
	3.5/?
	-
	3.7/?
	-
	-

	PTEN
	c.254-30del
	p.?
	rs77494260
	ISV
	IV
	LB
	4.4/0
	4.6/0
	5.0/0
	4.7/0
	4.5/0
	4.8/0
	50.1/1.5
	5.0/0

	
	c.493-34del
	p.?
	chr10:89711834 delT
	ISV
	III
	NR
	1.7/0
	1.8/0
	1.8/0
	2.0/0
	1.8/0
	1.8/0
	1.8/0
	2.4/0

	
	c.493-12del
	p.?
	chr10:89711863 delT
	ISV
	III
	B
	1.9/0
	2.0/0
	1.9/0
	1.9/0
	1.9/0
	2.0/0
	1.9/0
	1.9/0

	RB1
	c.540-23del
	p.?
	rs3092860
	ISV
	II
	NR
	1.7/0
	1.6/0
	1.6/0
	1.7/0
	1.6/0
	1.7/0
	1.7/0
	1.8/0

	
	c.608-4del
	p.?
	rs762805947
	ISV
	IV
	B/LB
	5.5/0
	5.6/0
	5.7/0
	6.1/0
	5.7/0
	5.8/0
	5.5/0
	6.0/0

	
	c.1499-10del
	p.?
	rs148580581
	ISV
	IV
	B/LB
	13.1/1.0
	12.9/1.0
	13.0/1.0
	13.3/1.0
	12.5/1.0
	13.1/1.0
	12.9/1.0
	12.9/1.0

	RET
	c.1880-4A>C
	p.?
	rs751132262
	ISV
	IV
	NR
	1.5/?
	-
	1.5/?
	-
	-
	-
	-
	-

	
	c.1886T>A
	p.(Leu629Gln)
	rs1838016977
	M
	III
	US
	1.7/?
	1.7/?
	1.8/?
	-
	-
	-
	-
	-

	SMAD4
	c.340T>A

	p.(Tyr114Asn)
	rs1555685170
	M
	III
	US
	2.5/?
	2.4/?
	2.4/?
	2.8/?
	2.6/?
	2.8/?
	2.4/?
	2.5/?

	TP53
	c.*44T>A
	p.?
	chr17:7572883 A⇒T
	ISV
	IV
	NR
	1.6/?
	1.5/?
	-
	1.5/?
	1.5/?
	-
	1.6/?
	-



HGVS, Human Genome Variation Society; p.?, possible disruption to splicing; F, frameshift; M, missense; S, synonymous; IFDEL, in frame deletion; IFINS, in frame insertion; ISV, intronic sequencing variants; US, Uncertain significance; Somatic Tier: (II) potential clinical significance, (III) unknown clinical significance, (IV) benign (B) or likely benign (LB); ClinVar (germline): (NR) not reported, (P) pathogenic, (C) conflicting interpretation -variants classified as of uncertain significance and likely benign/benign-; AB: data for Allelic Balance -% reads supporting the variant-; Fq: frequency of the gene variant in the general population (%; ?: unknown).
