Start crop Point End crop Point

1 MSA length = 5737 1

N I oY1 X 1 T 1
GATCAGGAGGCT = = = = = = = = s mm e m m e ff e e e e e e e e e e e e e ie e oo AGGGTGGTTTATTGTTTCATTT ATGTITAA ----------

CAGAGCCAAAGTAACTGCTCCGCG
CAGAGCCAAAGTAACTGCTCCGCG
CAGAACCAIAGTAACIGCTCCGCG
CAGAGCCAAAGTAACTGCTCCGCG
CAGAGCCAAAGTAACTGCTCCGCG
CAGAGCCAAAGTAACTGCTCCGCG
CAGAGCCAAAGTAACTGCTCCGCG

GATCAGGAGGCT = = = = = = = = s m m e m f e f f e e d e e e e e e e e e e ie e oo AGGGTGGTTGATTGTTTCATTT ATATITAA- - - - - - - - - A
GATCAGGAGGCT = = = = = = = = s m m e m m e f f e e e e e e e e e e e ie e oo AGGGTGGTTTATTGTTTCATTT
AT CAGGAGGCT = = = = = = = = = m m m o m m m e e e e e e e e h e e e e e e e e ia e oo AGGGTGGTTTATTGTTTCATTT
GATCAGGAGGCT = = = = = = = = m m m e m m e d f e e e e e e e e e e e e e ie e oo AGGGTGGTTTATTGTTTCATTT
N YT X T o

CAGAGCCAAAGTAACTGCTCCGCG GATCAGGAGGC T = = = = = = = = = =@ oo oo oo m e e e e e e e e e oo AGGGTGGTTGABTGTTTCATTT ABGTATA- - - o e
CAGAGCCAAAGTAACTGCTCCGCGMATGCGHMBGAT CAGGIGGCT - = - - = - o o oo oo f i e e e e et e e e e i eeee e AGGGTGGTTGAITGTTTCATTT ATATATAAA- - - - - - - -
AACTAAAGGE A IR TR AT AT A T R TGRAT T AT T T - - - - - - - - - - - oo oo e AGGGTGGTTTATTGTTTCATTT ATATATAAR
LA. ------------------------------------------------------------ AGGGTGGTTGARTGTTTCATTT ATATATAA- - = - - - - -
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA - = = = = = = = = = = = & = & m o e & m e o e o e o e o e ot ot o ot o oo e oo b oo e o oo oo mo oo oo momoo s .
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA--------------TGGTTGATTGTTTCATTTIMGGGHTAA ABATATA---------AABT e
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA----------M-- - - TGGTTGATTGTTTCATTTHMGGGHTAA ATATATA- - - - ===~ - - ll
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA- - - - - -~ - - - ————TGGTTIATTGTTTIATTT GGGTAA AGABATA-AATTAATE---TT
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA-=---------M- - - - TGGTTGATTGTTTHATT GGMBAA - - - - < - < - - - o oo ATT
---------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA----------fl----TGGTTGATTGTTTCATTTIMGGGETAARATAATERE " TABATATATA- -ATT

————————————————————————————————— ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA- - - - - -----M----TGGTTGATTGTTTCATTT ATATATARA - —TIATA ATTT
————————————————————————————————— ACGACCTCTAGATGGCTCTGGCTTACIACCGACGGGAGAGGICTGGGCAA— ---------M----TGGTTGATTGTTTCATTT ATA----CAATHAATTTA
————————————————————————————————— ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA- - - - - -----M----TGGTTGATTGTTTCATTT T TA—AGGCAAAAAA.TA

ATA
ATA

----------------------------------------------------------------------------------------------------------------------------------------------- TRTE----- - e
--------------------------------- ACGACCTCTAGATGGCTCTGGCTTACCACCGACGGGAGAGGCCTGGGCAA - - = = = = = = - I - - -TGGTTGATTGTTTCATTT AI!TAT‘— - - -AAAAAATTT
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] uf.bed g 2.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se

divergence to consensus (%)

Lo
N

20

15

10

5

size: 5737bp; fragments: 583; full length: 0 (>=5163.3bp)
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/_659.fasta.b.bed uf.bed g 2.bed fm 1.bed 0O O bcIn.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries

size: 6061bp; fragments: 409; full length: 0 (>=5454.9bp)
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size: 4722bp; fragments: 438; full length: 0 (>=4249.8bp)

TE: Itr_1 family 659
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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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