	Table S4. 	Performance of SDhaP at different coverage levels, for a triploid genome with SNP rate of 0.001. The average molecule length and number of molecules per bead are 50k and 10, respectively. The results are averaged over 5 independent simulations.


	Coverage
	Avg. haplotype block length (no. SNPs)
	Reconstruction rate
	Vector error rate

	25
	627
	0.630
	0.330

	50
	627
	0.702
	0.108

	100
	627
	0.695
	0.030
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