Start crop Point End crop Point

MSA length = 1015 1
TATAGGCETGGTGCATTTCAGTTGATTTCAACAAA- - - - - - - - - - GTTCTCCGGCGITGGCAGCACCGGCGGAGATTGCACCAAGCCTAT—GGTTG TAAAATAAANM- - ----------- TAAAICTT AAGT T
TATAGGC TGGTGCATTTCIGTTGATTTCAACAAA —————————— GTTCTCCGGCGGTGGCAGCACIGGCGGAGATTGCACCAAGCCTATA— -TT---ABTABABRAAAARBAIRG THERAN - - - - - TAA-ATTTERTARG TEGHERT - -

TATAGGC
TITTTGT————AAAATAA TAATTI————AA TATAGGC
e TTT - - - - AAAATGA GAG- -ATGT-A TATAGGC
GEBTATGTTAAGAAAATAABAGEABMGAATAT - TR AR T TEAAAGAR- - - - -------- TATAGGC
.
.
.
.

TGGTGCATTTCAGTTGATTTCAACAAA - - = = = - = = - - GTTCICCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATA ------- A
AATA- - - - - - - TT TIA TIA

TGGTGCATTTCAGTTGATTTCAACAAA---------- GTTCTCCGGCGGTGGCAGCACCIGCGGAGATTGCACCAAGCCTATAIG—TG

TGGTGCATTTCAGTTGATTTCAACAAA------=---- GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATA----A AATITTAAAATGG TAA@T - -
TGGTGCATTTCAGTTGATTTCAAIAAA —————————— GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATAGITTA ————— TAIAATGA AIAICIA
TGGTGCATTTCAGTTGATTTCAACAAA------=---- GTTCTCCGGCGITGGCAGCACCGGCGGAGATTGCACCAAGCCTATA— - —IG ————————————————————————————————————

____________________________________ TATAGGC

--------- AAAAT = = = = - s e mm e e e - e TATAGGCETGGTGCATTTIJAGTTGATTTCAACAAA- - - - - - - - - -GTTClJCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATAGG - - - - - AABACTAABATHCETAGATEGC

TTTGTTAA-AfjascT TGAATATTT TAAGTAATGT - - TATAGGCHTGGTGCATTTCAGTTGATTTCAACAAA - = - = = - = - - - GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATGGGTG AATA-BABAACT TETAABCAA

--------- AAAATAT T---TATTT T---[AATGTATRTRTATAGGCHTGGTGCATTTCAGTTGATTTCAACAAA- - - - - - - - - -GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATA- - - - AAT
T---TATG--=--------GWAGHART------- TAAGTA- - - - AARTIRTATAGGCTGGTGCATTTCAGTTGATTTCAACAAA - = - = = - = - - - GTTCTCCGGCGGTGGCAGCECMGGCGGAGATTGCACCAAGCCTATA - - - TG - T TAAAAAAAGTABBATG - - - - - - - - - - - - -

TATAGGCHTGGTGCATTTCAGTTGATTTCAACAAA - = = = = = = = = - GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTAT - -« - - - - -
TGGTGCATTTCAGTTGATTTCAACAAA - - = - = = = = - - GTTCTCCGGCGGTGGCAGCACCGGCGGAGATT.ACIAAGC-TIGGTTG.A ----- TIAAATIT TAANCEG
TGGTGCATTTCAGTTGATTTCAACAAA - - - - - = = = - - GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTATA AATAT - - - AATTANT THA

TGGTGCATTTCAGTTGATTTCAACAAA----=------ GTTCTCCGGCGGTGGCAGCACCGGCGGAGATTGCACCAAGCCTAT - - - —TG.A —————————————— AAABRITEA







b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1015 bp

size: 1015bp; fragments: 11411; full length: 1630 (>=913.5bp)

o
8 I~
ot
10 § ] > <
©
~ S
S Q- S 7 2
m e
S o
2 — 5 [=2
o O o
2 o 3 S 3
c 0 —~ ¥ S
5 * g 3
(&)
o C 5 "
+— ) o | -}
) > %)
5) o« c 8 .
c 9. o Q 3 No TE domain detected
S S S
() o (&
= ) W
O -]
o - S ~
S 1
I
N
o T T T T T T T T T T o T T T T T T T T T T
0 200 400 600 800 1000 200 400 600 800 1000 0 200 400 600 800 1000 0 200 400 600 800 1000

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



fastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1317bp; fragments: 10911; full length: 0 (>=1185.3bp)
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divergence to consensus (%)

TE: md 4 famiy 1329 Before TEtrimmer 984 bp

size: 984bp; fragments: 15374; full length: 1499 (>=885.6bp)
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[E consensus before TEtrimmer (bp)
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