Supplementary Table S2. Stage-adjusted Cox proportional hazards analyses of baseline sWGS-derived cfDNA features and overall survival.				
	
	Baseline feature
	Patients, n
	Deaths, n
	Negative, n
	Positive, n
	Adjusted HR (95% CI)
	P value

	ichorCNA 
	46
	24
	32
	14
	1.46 (95% CI 0.53–3.99)
	0.4648

	Median fragment length
	46
	24
	28
	18
	1.51 (95% CI 0.66–3.47)
	0.3289

	Fragment score
	46
	24
	30
	16
	1.59 (95% CI 0.66–3.84)
	0.2996

	Proportion <150 bp
	46
	24
	29
	17
	1.54 (95% CI 0.63–3.79)
	0.3461

	Short-to-normal fragment ratio
	46
	24
	34
	12
	2.50 (95% CI 0.99–6.33)
	0.0523

	DELFI 
	46
	24
	40
	6
	0.92 (95% CI 0.31–2.71)
	0.8734

	Nucleosome-distance 
	46
	24
	39
	7
	3.36 (95% CI 1.21–9.30)
	0.0197

	Griffin ESCA 
	46
	24
	41
	5
	1.69 (95% CI 0.54–5.30)
	0.3664

	F-profile VI 
	46
	24
	23
	23
	1.67 (95% CI 0.64–4.34)
	0.2898


Separate multivariable Cox proportional hazards models were fitted for each baseline feature, with adjustment for clinical stage grouped as stage IV versus stages I–III. Hazard ratios compare feature-positive with feature-negative patients. Abbreviations: HR, hazard ratio; CI, confidence interval; sWGS, shallow whole-genome sequencing.
