Supplementary Material
1 Supplementary Data

1.1 Genome profiling

All k-mer analyses were carried out with A=21.
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Tetmer plot Tetmer fit

DIPLOID MODEL, AUTO FITTED
. Do k-mer length: 21
| ~~ Extapomation monoploid k-mer cov: 54
0 per k-mer: 0.027
0 per nucleotide: 0.00128
non-rep GS (Mbp): 165.5
bias (peak width): 1.3

K-mer count

STARTING RANGES (MIN MAX)
monoploid k-mer cov: 10 61
‘ : : logl0 6 per k-mer: -2 0.6
0 50 100 150 200 non-rep GS (Mbp): 1 2000
bias (peak width): 0.1 3
X range: 35 200

0e+00 2e+06 4e+06 6e+06 Be+06 1e+07

K-mer multiplicity (coverage)

Smudge plot Full k-mer spectrum (axes log-scaled)

log kmers pairs
306000
37000
5000 An1
600
70

proposed tetraploid

0,
N 5 o Clean spectrum
. O Plastid peaks
AABB 078 2 :
AAAABB 0.22 N Mito peak
: s 3
® 3 9§ 4
o 2
- _
o AAAABE ?
[

T T T T T T
1e+01 1e+03 1e+05 1e+07

4n

3n

Multiplicity

Total coverage of the kmer pair: A+ B
5n

2n

1/s 1/a 1/3 2is 1/2

Normalized minor kmer coverage: B/ (A + B)




1.1.2 E031 — Euphrasia vigursii
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1.1.3 E032 — Euphrasia rivularis
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1.1.4 E040 — Euphrasia rostkoviana

Tetmer plot Tetmer fit
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1.1.5 An2 — Euphrasia anglica

Tetmer plot Tetmer fit
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1.1.6 Ri2 — Euphrasia rivularis
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Tetmer plot
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1.1.7 Ri3 — Euphrasia rivularis

Tetmer plot
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