Start crop Point End crop Point

1 MSA length = 1451

TGAATAAAGTATA - -« = = = = - - - CGTGG AATAAG TGTAACGTTTTTATTTTACAICCTGCGAACGGC ---------- GAAAAACAAAGTAICGGTTTTTTAAAACGTTACAA ---------- AT- - -GATAATTTA
TGIATAIAGTATAGCT ; —GIAAG TGTAACGTTTTTATTTTACACCCTGCGAACGGC - == = = = = - - - GAAAAACAAAGTAACGGTTTTTTAAAACGTTACAA AATIAAATAAITAA
-------------- TT e e e oo GTAACGTTTTTATTTTACA.CTGCGAACGGC f - - - - -GAAAAACAAAGTAACGGTTTTTTAAAACGTTACAA - AATTAAATAATTTA
---------------- . ---G —GTTIT T TAACGTTTTTATTITACACCCTGCGAACGGC——————————GAAAAACAAAGTAACGGTTTTTTAIAACGTTACAA ACTTAAATIATTAA
Tee e e - - TACA-CT CGTGG AATAAGEBTGTAACGTTTTTATTTTACACCCTGCGAACGGC - = = = = = = = - - GAAAAACAAAGTAACGGTTTTTTAAAACGTTACAABTATARAR TR TAATARBA - - - - - - - - - - -

TGAATAA - -TGTAGCTITBIIGI T - - - - - - - = « © & & = o o & o o o o ot o o f f e f e e e e e e e e e e e e e e e e e e e e e e e e e iiea oo GAAAAACAAAGTAACGGTTTTTTAAAACGTTACAA TA---CGTABA

TIAATIAAGTGTIGTG TGTAACGTTTTTAT T TTACACCCTGCGAACGGC = = = = = = = o & o e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o TAATT
----------------------------------------------------------------- TGTAACGTTTTTATTTTACACCCTGCGAACGGC——————————GAAAAACAAAGTAACGGTTITTTAAAACGTTACAA TAATTC ACITAAATAATTAA
TGAATAAAGTATAGCGIC-TITIGA- TGTAACGTTTTTATTTTACACCCTGCGAACGGC - = = = = = = = - - GAAAAACAAAGTAACGGTTTTTTAAAACITTACAA AA—TAA

TGAAT TGTAACGTTTTTATTTTAACCCTGCGAACGGC - = -« -« - - - - GAAAAACAAAGTAACHGTTTTTTAAAACGTTACABE- - - - --------------------CCCENABATCTCERBAT-------- TEAA
------------------------------------------------------ TGTAACGTTJTTATTTTACACCCTGCGAACGGC- - - - - - - - - -GAAAAACAAAGTAACGGTTTTTTAAAACGTTACA
TGTAACGTTTTTATTTTACACCCTGCGAACGGC - = = == = = = - - GAAAAACAAAGTAACGGTTTTTTAAAACGTTACA
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1451 b P

size: 1451bp; fragments: 339; full length: 9 (>=1305.9bp)

o
o _|
<
—
o _|
AN
- o
8 _
o —
S = LD =)
~— & - —_— o
0 - “C—)' o _|
= 53
(7)) o
(- ~—~~ =
1) — o (@]
N Qo O o
CcC n e — ~ — S
o - = — Q 8 i ‘\_'j_‘ L ©
(&) O « (7))
(©)] — 9 0
) ()] = o
) > 0 s - ’
(&) 8 CIC.) ©
S S — S 0 No TE domain detected
o 8 3
= 3 - A
© — — /
Lr) — w
o
S O —
N
(=] T T T T 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 1400 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400

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



.fasta.b.bed uf.bed g 2.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa gs
size: 1755bp; fragments: 336; full length: 0 (>=1579.5bp)
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TE: rnd_4 family 2806
size: 864bp; fragments: 52; full length: 3 (>=777.6bp)

I I I I
200 400 600 800

TE consensus (bp)

coverage (bp)

30

25

20

15

10

Before TEtrimmer 864 bp

I I I
200 400 600
TE consensus genomic coverage plot (bp)

I
800

TE consensus self dotplot (bp)

600 800

400

200

200 400 600
TE consensus self dotplot (bp)

I
800

No TE domain detected

200 400 600
TE consensus structure and protein hits (bp)

I
800




After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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