Start crop Point

T---TATETTTRTARARAAT T TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
ATRATH--------- !hIAIAIAITA—TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
---------------------- AT--TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG

ATTITTTT—C1AIAIAATTITATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
TREATTATTTTTCTARAR- - - -ATATTGTCAAGACTTAAATATAGGCCAACTGGGTTTACATCAAATTGGG
------------------- ATATTGTCAAGACTTAAATATAGGCCAACTTGGGTTTACATCABATTGGG
T---TATTRTT--- - TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
TRCTTATTAT-AT ABTTATATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
THAATATTTTT - - A----TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGG
GATTATATTGTCAAGACTTAAATATAGGCCAACTTGGGTTTACATCAAATTGGG

> > > > >

> > > > > > > >

L [ B e

GAI— ATATTGTCAAGACTTAAATATAGGCCAACITGGGTTTACATCAAATTGGGIAAA —————————— AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT-T

End crop Point

MSA length = 5790 1
AAA- - - - - - - - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGG-A.ATIT ------- AAAATT
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT TTAT--AATT
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT TCATGAAA
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACARTAT TTAT - - - s s e e e e - - -
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT TTATAAGHETT
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGAC-ATAT TT---AAATT
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAARCA- - -« - v v e AAAATT
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATI- ------- - o
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATI -------------------------
AAA - - = = == == - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT-T

------------- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACA.ATIT
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d uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_s

divergence to consensus (%)
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size: 5790bp; fragments: 2796; full length: 0 (>=5211bp)
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1064 fastab.bed uf.bed g 3.bed fm Lbed 0 0 bcinfa alnfa cl. After TEtrimmer Extended plot Blue lines are boundaries
size: 6092bp; fragments: 2108; full length: 0 (>=5482.8bp)
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divergence to consensus (%)
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TE: It 1 famiy 1064 Before TEtrimmer 4758 bp

size: 4758bp; fragments: 634; full length: 1 (>=4282.2bp)
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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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Dotplot

25, threshold

50.00 09/10/25)

(windowsize

AR Y N \ N\ N N N \ A \
N
N
N
N\ N N N N AT NS N O \ N
N NSV O N AR RN » N
N\ N \
AN \ NN N N A AN \ NN
/f///// NOVSG N N L SN Mo <« \ SN N\ XSS TR 2N NN
\
N
\
N R A
(N \ N\ \ N
A _ SR NY v N NN
NN WIS WA SN AN
NN \
AN
10N N NN
W
A\ N
WL\ AN RS
NN AN N
N
AN NN
N
\ \ \
///// VN NN
N
N
N
\
\
\
\ N N
\ N
\ \
LN S > N\
\
\
\
\ IN > NN
\
N
N
N
AN &N N NN R
W 3 AEERN N /// \ « N
AN NN W W \ N > . <D /// AN
\
WD N * NN DAY 2N N s
NN /V/// RN NN SN N N . \ ﬁ// \\ W N
N N > N /W//// A O \ AATAN N N 3 AR / NN N N
\ \ \ N \ N\ IR
N 0N \ \ N\
W\ Q9 NEEENE R\ W N NN R SRS Y
NN . SN\ \ QO NN . LN ////
« N\ O S AN /// N *2N S NN L AT N UEN ////N./
N \
N NN XN » \ N N AN ~ //M///
A N\
\
N AR \ N N \ AN AN ////
\ > N\
LS RN \ 3\ N N \ \ 3 N
N
\ N (N \ \
\
N\ N WA\ NN NN . L 3 AN \
NN A N N S XY W N \ N
o o o o o o o o o o
o o o o o o o o o
Lo o Lo o Lo o Lo o Lo
< < o (40] [Q\| (Q\| — —

(dq) Jawwin3g | 810j9g SNSUBSUO0D |

2000 3000 4000 5000

TE consensus after TEtrimmer (bp)

1000



