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	[bookmark: _Hlk238201863]Supplementary Table 1: Pathogenic variants detected in PIK3CA, AKT1, TP53, MAPK1 and PTEN gene in LABC Patients

	Gene
	Start position
	EXON
	Nucleotide Change
	Effect on Protein
	Frequency in LABC patients Paired (n=20)
	LA Subgroup Paired (n=6)

	LB Subgroup
Paired (n=14)
	Pre-NACT Diagnostic biopsy
	Post-NACT residual tumor
(n=15)

	
	
	
	
	
	
	
	
	Pre-NACT Diagnostic biopsy of LABC (n=19)
	Diagnostic biopsy _Good responder group (n=4)
	Diagnostic biopsy _Poor responder group (n=15)
	

	PIK3CA
	Chr3:179210291
	8
	c.1357G>A
	p.Glu453Lys
	
5%(n=1/20)
	0%
	7.1%(n=1/14)
	
0%
	
0%
	
0%
	
6.6% (n=1/15)

	PIK3CA
	Chr3:179218303
	10
	c.1633G>A
	p.Glu545Lys
	
30%(n=6/20)
	0%
	42.8%(n=6/14)
	
26.3%(n=5/19)
	
50%(n=2/4)
	
20%(n=3/15)
	6.6% (n=1/15)

	PIK3CA
	Chr3:179230077
	19
	c.2740G>A
	p.Gly914Arg
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	
0%
	
0%
	
0%
	6.6% (n=1/15)

	PIK3CA
	Chr3:179234169
	21
	c.3012G>A
	p.Met1004Ile
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PIK3CA
	Chr3:179218304
	10
	c.1634A>G
	p.Glu545Gly
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PIK3CA
	Chr3:179234297
	21
	c.3140A>G
	p.His1047Arg
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PIK3CA
	Chr3:179204536
	6
	c.1093G>A
	p.Glu365Lys
	5%(n=1/20)
	16.6%(n=1/6)
	0%
	0%
	0%
	0%
	6.6% (n=1/15)

	MAPK1
	Chr22:21772875
	7
	c.964G>A
	p.Glu322Lys
	5%(n=1/20)
	16.6%(n=1/6)
	0%
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	0%

	AKT1
	Chr14:104780214
	4
	c.49G>A
	p.Glu17Lys
	20%(n=2/20)
	33.3%(n=2/6)
	0%
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	6.6% (n=1/15)

	PTEN
	Chr10:87952230
	7
	c.1124C>T
	p.Thr375Ile
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PTEN
	Chr10:87957955
	7
	c.C737T
	P246L
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PTEN
	Chr10:87864518
	1
	c.C49T
	p.Q17X
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PTEN
	Chr10:87952136
	7
	c.1030C>T
	p.Gln344Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PTEN
	Chr10:87957999
	8
	c.1300C>T
	p.Gln434Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	PTEN
	Chr10:87957915
	8
	c.1216C>T
	p.Arg406Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	0%
	0%
	0%
	6.6% (n=1/15)

	TP53
	Chr17:7676059
	4
	c.310C>T
	p.Gln104Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	5.2%(n=1/19)
	25%(n=1/4)
	0%
	0%

	TP53
	Chr17:7673821
	8
	c.799C>T
	p.Arg267Trp
	15%(n=3/20)
	16.6%(n=1/6)
	14.2%(n=2/14)
	10.5%(n=2/19)
	25%(n=1/4)
	6.6%(n=1/15)
	6.6% (n=1/15)

	TP53
	Chr17:7675088
	5
	c.524G>A
	p.Arg175His
	10%(n=2/20)
	0%
	14.2%(n=2/14)
	10.5%(n=2/19)
	25%(n=1/4)
	6.6%(n=1/15)
	0%

	TP53
	Chr17:7674229
	7
	c.734G>T
	p.Gly245Val
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	0%

	TP53
	Chr17:7674894
	6
	c.637C>T
	p.Arg213Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	0%

	TP53
	Chr17:7673537
	9
	c.991C>T
	p.Gln331Ter
	5%(n=1/20)
	0%
	7.1%(n=1/14)
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	0%

	TP53
	Chr17:7675113
	5
	c.499C>T
	p.Gln167Ter
	5%(n=1/20)
	16.6%(n=1/6)
	0%
	5.2%(n=1/19)
	0%
	6.6%(n=1/15)
	0%

	TP53
	Chr17:7675182
	5
	c.430C>T
	p.Gln144Ter
	10%(n=2/20)
	16.6%(n=1/6)
	7.1%(n=1/14)
	0%
	0%
	0%
	13.3%(n=2/15)
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