Start crop Point End crop Point

1 MSA length = 646 1

--------------------------- CTTCAAC = - s s s e oot oe oo TGRGTTARTGTTTTGTTRGTTTTTTTTGTTGGTTTGATGTGGACCCGGCAT - - - -AT-

AA 8 S TCABTTTTT----cmcm - LI (€ T ATAGHTT

N8 0 N W lcl A O TGTRTTGCTGTTRTGTE@GTTTTTTTTGTTRGTTTGATGTCHACHCHGCATEA - - - - - AAAAAT -
ACTTGCCGGGTCCACATCAABCAACAAAAAAAA - AAAARICAACTCARTTTTT - - -------- GereTTeTTC@BT TR TR T TTTTTT-GTTGGTTTGATGR---------- T

TTT
TTT—IA—TTGCCGGGTCCACAICAAACAACAAAAAAAI————AGCAACICAATITTT ------------------------------------------------------------

TTTEA
CTf- A - - e e TGTGTTACTGTTTTGTTRGTTT-TTTcTTGGTTTGETGTGGACCCGC

T-TAA

-------------------------------------------------------------------------------------------------------------- TRTGTTGCTGTTTTGTTEGTTTGTTTGTTGGTTTGRMGTIACCCGGCAT
-AIAITT.AIA-AA_CTTT-T-TITIT————TTGCCIGGTCCA TCAAACAACAAAAAAAACAAAAGCAACTCIATTTTT ---------- TBTGTTGCTGTTTTGTT GTTTTITT—ITTGG.TG TRTceA------- T
-------------------------------------------------- TTGCCGGGTCCAC TCIAACAACAAAAAAAACAAAGGTAACTCAATTTTT——————————TGTGTTGTTGTTTTGTT GTTTTTTTTGT TG = = == s e e e e e e me e = -

TGTITTGCTITTTTGTT GTTTTGTTTGTTGGTTTGATGTGGACCCGGIAT
TGTGTTGTTGTTTTGTTRGT T TTTTTTGT TG - - = = - m = e s e e e e e o - T
TGTGTIGCTGTTTTGTT GTTTTTTTTGTTGGTTTGATGTGGACCCGGCAIM- - - - - - - - - - -

IGTGTTGTTGTTTTGTT GTTTTTTTIGTTGGTTTGATGTGIACICGICA
TGTGTTGCTGTTTTGTT TTTTTTTTGTIGGTITGATGTGGACCCGGCAT ...............................................
IGTGTTGCTGTTTIGTT

------------------------------- T - AGEBE T TTCAACTTGCCIMMBTCCACATCAABCAACAAAAAAAACAR- - - - -ACTCAATTTTT--«-------TGTGTTGCTGTTTENT
GlARETcAcGEAA AGA ATTT T-A O 0 - TGTGTTATTGTTTTGTT@GTTT-TTTTGTTRGTETHABGTGGACCCGGCATRA- - - - - - - - GAT----=--=-- AT TCRAGE - T TRAAATAGTAAABGE
ABARTTTARRRAA AAA AAT T- AT T T TAA -« - - o oot e e e e e oo TGTTTGCTGTTTTGTTRGTTTTGTTTGTTGGTTTGATGTACCccliA
ABARETCcAGHEAA A THT TTARGHTIl- - - CTTGClGGGTCCACATCAAACAACAAAAAARBACAAAAGCAARTCAATRTTT- - - - - - TGTTATTRT T T TR TG T T T e e e

TRTT GTTTTGTTTGTTGITTTGATGTGGAIiCGGC T

GTTTTTTTTGTTGGTTTGATGTGGA
GTTTTTTTTGTTGGTTTGATGTGGACCCGGCAT

-------------------------------------------------------------------------------------------------------------- TOCTTTGTTO M- - - - - - v e e e e

-------------------------------------------------------------------------------------------------------------- TGTGTTICTGT TT TG T - - = - = - = - = - s - s e e e et e e oo
-------------------------------------------------------------------------------------------------------------- TGTGTTACTGTTTTTT
-------------------------------------------------------------------------------------------------------------- TR TG T TGO TG T T T m e m s m e e e e e e

TAGHA GA CT T AT - A - - TRTGTTGTTGTTTTGTTEGTTTT---TGTTGGTTTHETG- - - - - ------
CAAATCC@omAA A CTTT -EAT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 646 bp

size: 646bp; fragments: 33; full length: 1 (>=581.4bp)

= /
©
o _|
N 0o _|
—
_ 23
S a
. =
n w o
S 2 5 S
& i) ©
c ~ 31 =
(@] Q (0]
(&) (@)] (7))
@) © n S ._
= o o S5 ™
O <7 > n
S %) No TE domain detected
)] C o
—_ (@) o
G>J 0o - o N
5 L
0 —
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
0 100 200 300 400 500 600 100 200 300 400 500 600 0 100 200 300 400 500 600 0 100 200 300 400 500 600

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



sta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa
size: 1008bp; fragments: 13; full length: 0 (>=907.2bp)
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divergence to consensus (%)
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size: 494bp; fragments: 20; full length: 1 (>=444.6bp)

TE: rnd_5 family 1161
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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