Start crop Point End crop Point

1 MSA length = 4337 1
-------------------------------------------------------------------------------------------------------------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAICTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
T—CTAIAﬁIAITT TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
A
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T-ATAA-pAAATT - - - - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
CTAAAAAAAI—— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
T-ATAA-AAAAATT - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
AATAAAAAATATT TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
———————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————————————————————————————————————————————————————————————————————————————— GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—————— TAA-AAAAATT - --- - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TA—CAAAAIATAT— TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 4337 bp
size: 4337bp; fragments: 294, full length: 72 (>=3903.3bp)

v
8 _
(":.li _ <
o M
@ —]
—_ - =
e o
SR g
2 5§-
(7p) 9 _8_
S oo - o 3 o
N @) ©
c — —
(@) Q [o5)
o o) =
o E— © n S
— © - L o = 8
3 28 z |
= o o No TE domain detected
(7))
S :
- -
g~ — =
= - & g
1 ||_“_‘J|_|I L\‘,_‘_I_ i
N __
I — o _|
I o o e ————— — o JI_‘—"_'L'—'-"—I'”_’_‘_’_'_L'—IH : : o : : : : / : : : :
0 1000 2000 3000 4000 1000 2000 3000 4000 0 1000 2000 3000 4000 0 1000 2000 3000 4000

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



1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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divergence to consensus (%)

TE: Itr_1 family 916

size: 3925bp; fragments: 86; full length: 1 (>=3532.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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