2915:

8675

2083:

4320,

L) =

37651

4005:

1244
3078
1 1794

3781

55353

6619

9924
21828

2160 2%
1780,
693
as8
77140 2902

26898

2422
3811

s70g| 550

3001

-
2190; 4150 [i5865;

3981 1484

4194

4018 : 15302

3250 1% : 8477.

15905 5366

20824

58909

2260

3149

Fig. S8. | The number of potentially quartet-informative loci at each branch. In RAD-seq phylogenomics, missing
data at tips can either be structured by clade (usually due to mutation-disruption) or randomly across the phylogeny
(usually due to low sequencing coverage). Eaton et al. showed that while the former is a problem for phylogenetics,
because of lack of overlapping data among distant clades to inform in deeper relationships, but the latter is less of an
issue. Indeed, including more data present in few individuals is beneficial because it can inform deeper nodes. As
deeper branches can be informed by more tips, the number of loci potentially expands dramatically because they have
more chances to be recovered in descendents of each branch. Here we plot the number of potentially quartet informa-
tive 30bp loci for each internal branch (positioned on the node to the right of the branch) of the tree depicted in Fig. S4.
To be potentially quartet-informative, a locus must be present in one tip in among the descendents of each of the four
branches originating from a focal branch (see Figure 1 in Eaton et al. 2017). The accumulation of many informative loci
for deeper nodes shows that the pattern of missing data is not highly phylogenetically structured, and is thus informa-
tive for tree inference on this phylogenetic scale.



