A

HeT-A SIIEEREEREEE 77 75 75 77 78 77 77
chrX_57731 -REREDREII 8 90 [/ 75 gy 7 7
chrX_ 57655 100 100 74 87
chrX_50786 [(SRRI5N 77 77 NGER 77

chr2R_25261551 75 73 76 75 77 77
chrX_91661 74 74 77 77 77 77
chr4_1281470 76 MW 77 §7cN 77 78
chr4_1290285 - 77 77 [P 82 82 82 82

HeT-A1 - 73 73 (70 71 71 77

chrX_85944-75 75 74 75 75 74 76 79 79 73 79
chrd4_1307882-75 72 [N 75 73 74 73 76 79
chrX_102248 - 77 72 77 76 77 77
chr4_1295021 - 78 || 77 75 77 75 82 |70 79 75

chr2R_25275149- 77 77 75 77 77 77 82 a2

chrX_96055-77 77 87 77 77 77 78 82 77 79 79

chr2R_25276105-77 77 88 78 77 77 78 81 80 80 80

HeT-A2-77 77 79 77 77 77 78 81 77 79 78
chrX_101889 472 72 85 72 71|77 76 79 76

HeT-A3-78 78 [70] 78 77 79 79 83 79 81 81
chrX_109753 - 80 80 78 79 78 79 84 78 80 80
chrX_65762-77 77 [ 79 77 78 78 82 82 83 82

HeT-A5-78 78 82 78 79 78 79 79 75 78 77
chrX_7021-79 79 78 79 78 79 82 77 79 79

chrd_1314344 -78 78 87 78 78 78 79 80 76 78 78 78 79 78 78
<I 1 1 1 1 1 1 1 ‘I_ 1 1 1 1 1 1
R EEEE R EEEE:
IKNRSL2Ig 23RJII3 5 3
Lo L e T g e N O
XX X 1w X « « X v ool = v X
§55 5%y B5LEYDS
& 55 5° 5 &
5 5

1.00 C
0.95 A

=

Ny
£ 0.90 1 =
c (0]
= 0.85 - b
< ®
> e
g 0.80 %
= )
3 0.75 1 =
[9p]

0.70 A
0.65 T

0.8 0.9 1.0

Primary Alignment

~
©

chr2R_25276105 -

O

72
72
85

72

71
77
76
74°)

=
N

chrX_ 101889

78 80 77
78 80 77
L
78 79
77 77
79 78
79 78
83 82
79 82
81 83
81 82
81 80
81 79
81 77
81 80
81 79
79
77
89

78
78
- 96
78
79
78
79
84
78
80
80
80
80
81
81
81
81

78
79
78
79
79
75
78
77
78
79
78
79
79
79
74

- 88

- 80

-72

- 64

g < <
TN
= o Eg
[OR NS
T [
X o
:‘_
° %
<
(5]

chrX 65762 -

chrX_ 109753

- 20

Mean read depth

o
©
C



Figure S1. Details on interpreting alignments to telomeric transposable elements (A)
Percent identities of all >300 bp insertions annotated as HeT-A in the UCSC genome
browser repeat-masker track of the Release 6 reference-genome telomeres. Percent
identities are based on a ClustalOmega multiple sequence alignment with default
parameters. The Repbase consensus sequence and the representatives we chose for each
HeT-A subfamily in our repeat index are indicated as such. The white cells indicate no
alignment between a pair of sequences, all involving alignments with the two shortest HeT-A
fragments. (B) A depiction of how we define ambiguous alignments. The black line indicates
how diverged the second best alignment must be for a primary alignment with a given
percent identity to be considered unambiguous. (C) The expected relationship between read
depth and %GC for each of the GDL strains. The variability of this relationship across strains
is what necessitated controlling for %GC when estimating copy number. (D) A heatmap of

the expected relationship between read depth and %GC, sorted by population.



