Supplementary Figures and Tables

60

Ostrich Brown kiwi
0.20-
0.15-
0.10- ||| l||||||IIII||I
0.05- . l H IIII
0.00- ,_____!=-!!!====Illlllllllllllll--!!!!!!lll- _____ B ,,,,___-=-l=!!===lllllllIIIIllllll-.-__!!lll--.___A,
Emu Southern cassowary
0.20-
0.15- II
0.10- |||||||||IIII ||I|““| III
I : iy
0.00- I IIIIIIIIIII---!!!!!!!- -------- —| - IIIIIIIIIlllll.--_!!!!!l---_,_, .
Greater rhea Ornate tinamou
0.20-
0.15-
0.10- - I
0.05- g —
0.00- - ,,,,_,7__==-=-======Il Illll--!!!!!!ll----__,, ,,,,,,_____E--=========:::l=:l:!::!!!!-g-___-_,,,
Andean tinamou Chilean tinamou
7o 0.20-
o
~ 0.156-
% 0.10-
0.05-
% 0.00- U . -=====-.--.:--....'!!-_ ------- - =l ,,ﬁ__---!=======:::==:::::!::!!!!-: _____
50
S Elegant crested tinamou Tawny-breasted Tinamou
@ 0.20-
2 015-
[0}
0.10-
o
0.05- .l..lll
0.00- ,,,____!!=-=!====:=:: :..-' ,,____==!-======:=:.llll-l::!:!!!!--- _____ 2
Hooded tinamou Thicket tinamou
0.20-
0.15-
0.10-
0.05-
0.00- S __,___-_,====!==== -l:!!!!!!-!-__,,_ - -~ !::!!!!l-_-_, =
Little tinamou Undulated tinamou
0.20-
0.15-
0.10-
882 e T - S
White—throated tinamou 9 2 40
0.20- DNA transposons
oo HE NEEEE
oo i 29928998
Sl EEREREEE, 3 2 & 8 8 g g 3
0.00- = e !!=!=====:llllllll:l:-!!!!!1- ,,,,,,,, % % g 5 g 5 é 5
Kimura 2-parameter divergence (%) e " g &8 8§ & 8 8
o

Supplementary Figure S1. Distribution of sequence divergence patterns of paleognathous
DNA transposons compared to their consensus sequences.

We showed divergence pattern for each subfamily of DNA transposons here, with the
fraction of the genome of each family shown on the y-axis, and Kimura 2-Parameter
sequence divergence between individual TE copies and consensus references on the x-axis.
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Supplementary Figure S2. TinT analyses of different CR1 subfamilies in Palacognathae.
Each oval represents one CR1 subfamily, sorted by peak time of activity (line in the middle
of the oval), from top to bottom, from most recent to most ancient time period. Each oval
contains 75% (at oval end), 95% (vertical lines), and 99% (ends of each line) of the probable

activity period range
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Supplementary Figure S3. Distribution of sequence divergence patterns of paleognathous
CR1 LINEs compared to their consensus sequences.
We showed divergence pattern for each subfamily of CR1 LINE elements here, with the

fraction of the genome of each family shown on the y-axis, and Kimura 2-Parameter
sequence divergence between individual TE copies and consensus references on the x-axis.
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Supplementary Figure S4. Violin plot showing AviRTEs’ frequency distribution of
sequence divergence level from inferred ancestral consensus sequences. Clustering of TEs
with similar divergence levels, manifested as ‘bout’ of the violin, corresponds to the burst of
AvViRTE amplification. Blue dashed lines indicate position of burst.
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Supplementary Figure S5. Evolutionary patterns of mitochondrial (MT) genes among
different groups.

Evolutionary patterns in MT genes (13 genes) at their ratio of non-synonymous over
synonymous sequence divergence (dN/dS) [left panel], and their non-synonymous
substitutions (dN) [right panel]. Colors refer to ratites (blue), tinamous with moderately
degenerated chrW (yellow), and tinamous with highly degenerated chrW (red).
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Supplementary Figure S6. Correlation between non-synonymous sites (dN) [left
panel] and synonymous sites (dS) [right panel] and ratio of differentiated region (DR)
over chrZ in length. Each data point represents a certain bird species. Pearson
correlation coefficients (r) are shown for comparison. Colors refer to ratites (blue),
tinamous with moderately degenerated chrW (yellow), and tinamous with highly
degenerated chrW (red).
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