
		
		
	

Supplement Table 1.  Computer performance of HybPhyloMaker for 6 pairs of FASTQ input files containing 1.3-1.9 million raw reads each and 
targeting 4,926 exons (1,164 loci); samples from the plant genus Oxalis11. Scripts were run on a computer equipped with Intel Xeon E7-4860 CPU 
using 4 cores at 2.27 GHz and running CentOS 7.3.1611. 

Script Run time 
[hh:mm:ss]

Size of generated 
files [MB]

Peak RAM 
[GB]

0a - data preparation 0:00:03 963 0.01

0b - pseudoreference generation 0:00:01 3 0.01

1 - raw read processing 0:29:05 1 888 2.66

2 - read mapping & consensus calling 1:09:15 702 1.91

3 - exons to probe match 0:00:05 24 0.05

4 - exon alignment & loci concatenation 0:10:13 43 0.03*

4b - reading frame correction, exon alignment & loci 
concatenation

0:21:27 101 0.02*

5 - missing data calculationa 0:03:52 15 0.25

6a - RAxML gene treesb 1:39:33 85 0.01*

6a2 - RAxML gene tree properties & summary 0:00:46 30 0.17*

6b - FastTree gene treesc 0:02:25 9 0.17*

7 - gene tree combination 0:00:01 1 <0.01

8a - ASTRALd 0:00:20 13 2.08*

8b - ASTRIDd 0:00:05 < 1 0.04*

8c - MRLb 0:00:03 < 1 0.04*

8e - FastTree (concatenation)c 0:02:43 < 1 4.32*

8f - ExaML (concatenation), incl. PartitionFindere 5:45:25 127 9.37*

9 – update 0:00:12 3 0.17

10 - gene tree collapsing & subselect 0:00:05 1 0.17

TOTAL 8:06:06 4 008

amissing data filter: 70% of missing data per sample per gene allowed, 75% presence of samples per gene, b100 rapid bootstrap replicates, cwithout bootstrapping, 
d100 multilocus bootstrap replicates, e100 bootstrap replicates, *increases with number of samples.
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