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1 MSA length = 1272
ABTGGTGACEIRGIACAATAABBTT TG TICEC - - - - - - - - - - - oo oo GAGATACGCAAATGTATTTTCCTACCTCTATAAAABAAA- - - - - - ATT--ATTECCT--BTTTA---BC
GCTHEECACEAATTTATEEATACATAGCTRGET - - - - - - - ------------ - ATGGE TBAATCTGGACTTCGACATCACC - - - - - - - - - GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAAAAAGAGCT - - - - - ATTA- - - - - ITTTATIA G
ACTGGTGGCG TGATTGTTGCGAAGCATCTAGAAGATGTTAATCTGGACTTCGACATCACC - - - - == - - - - GAGATACGCAAATGTATTTTCCTACCTCTATHAAAAAAA- - - - - - ATTTAAT - - - = mmm e mm e e e o
ACTGGTGGCGMATEBCAG-ATEACETGECHGGE- - - - - - ------- - - ATCTIGAAGATGTTAATCTGGACTTGACATCACC- - - - - - - - - - GAGATACGCAAATGTATTTTCCT -CCTCTATAAAAAAAR- - - - - ---o-o - CCTmmmmmmmmmm e e e e o

------------------------------------------------------------ GAGATA-GCAAATGTATTTTCCTACCTCTATAAAAAAAA - -« -=-=---e-e-u---A-ATTTG- - -
----------------------------- GATCTGGACTTCGACATCACC- == - - -« - - -GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAAAA -« -« - wowommoeoo o c CATTTA- - -
---------------------------------------------------------------------------- GAGATACGCAAATGTATTTTCCTACCTCTBTAAAAAAAA- - -« -----TAGTTACCTAC--------
ACTGGTGGCG TGATTGTTGCGAAGCATCTAGAAGATGTTAATCTGGACTTCGACATCACC - - ------ - - GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAA - - = « = & = & m & s o s o e m s f e m et o ottt ot o oo oo oo oo oo oo mmmmmo oo s
ACTGGTGGCG TGATTGTTGCGAAGCATCTAJJAAGATGTTAATCTGGACTTCGACATCACC- - - - - - - - - - GAGATACGCAAATGTATTTTCCTACCTTATAAAAAAAAAA- - - - cnmmmmam oo ATTTACA
ATTGGTGGCG TGATTGTTGCGAAGCATCTAGAAGATGTTAATCTGGACTTCGACATCACC - == ---=--- GAGATACGCAAATGTATTTTCCTACCTCTAJJAAAAAAABAGAICAATTTAATTACCT - -ATTTA- - -
GCBAGAACHAGAGRCAATACIKECATCE TIECA - - - - - - - - - - - - - oo oo GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAAAAAAAG - - = - = = == =~ = - = - ACATfrGcAA
ACTGGTGGCG TGATTGTTGCGAAGCATCTAGAAGATGTTAATCTGGACTTCGACATCARJC---------- GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAAAA - - = - = - = - oo mm e mm o e e e e e o e o
------------------------------------------------------------ GAGATACGCAAATGTATTTTCCTACCTCTATEAAAAAAAAAAGCTTTAATTACCY-C-- - - -
--------- CGAAGCATTAGAAJATGTTAATCTGGACTTCGACATCACC- - - - - - - - - -GAGTACGCAAATGTATTTTCCTACCTCTATAAAAABAAAAAGCTATT - - - - Tl|cCcTACATT- - AA

------------------------------------------------------------ GAGATACGCAAATGTATTTTCCTACCCTAAAAAAA
------------------------------------------------------------------------- GAGATACGCAAATGTATTTTCCTACCTCTATAAAAAA
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ed uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.fa_ After TEtrimmer 1272 bp

size: 1272bp; fragments: 306; full length: 39 (>=1144.8bp)

o s
N
—
o
S —~ 8
—~ Q © |
ST — -
- 3
(n e
S o
& ~ 8 8 -
CICJ o O ©
& i) ©
C N o t
o) L g [,
© o — — — = =
o - — © 0 Q- :
o S 5 © No TE domain detected
(d)]
= o) [
: : - : :
q) —
cC o
- = = 23
= o _| (@]
2, — = 3 0
O —
— o
—— o —
— — ~
(=] T T T T T T T T T T T T (=] T T T T T T T T T T T T
0 200 400 600 800 1000 1200 200 400 600 800 1000 1200 0 200 400 600 800 1000 1200 0 200 400 600 800 1000 1200

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



4 .fasta.b.bed uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs¢

divergence to consensus (%)

5

20

15

10

size: 1572bp; fragments: 299; full length: 0 (>=1414.8bp)
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TE: rnd_5 family 19694
size: 835bp; fragments: 256; full length: 72 (>=751.5bp)
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After TEtrimmer ORF and PFAM domain plot
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