Start crop Point End crop Point

1 MSA length = 3763 1

AAT —ITGAGA GGGATGGTATCATTTATTCTCAAAATCAGT TCTTCTCAAAGCCGAACGTC - = = == = == s = m e o m s e o e e o o o o m e o o e o o o e o o e o o o o o e o o o oo o o o m o oo oo o m - m - m - - -

GAC - TTGAGA GGGATGGTATCATTTATTCTCAAAATCAGT TCTTCTCAAAGCCGAACGTEC - == === == s s m e o o e e o m e o o o o e e o o e o o e e o o e o o o o o o oo o m oo - o - o - - - A

AAT GTTIGIA ———————————————————————————————— TTCTCAAAGCCGAACGTC--=-=-=-=----- GTCACTTGCCTTACTTAATCTAAAAAGATCTTTTCACAGCCCTTCAACAAT A

AAC GTCGGGG GGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC-=-=-=-=-=-=---- GTCACTTGCCTTACTTAATCTAAAAAAATCTTTTCACAGCCCTTCAACAAT A

__________________________________________________________________________________________________________________________ A
- TTGAGA GGGATGGTATCATTTATTCTCAAAATCAGT TCTTCTCAAAGCCGAACGTC - == == = == s m e o m e e o e o o o o e e o o e o o e e o o e o o o o o - o oo oo oo - m - o - - -

GTCGGGG GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC-=-=-=-=-=-=-=--- GTCACTTGCCTTACTTAATCTAAAAAGATCTTTTCACAGCCCTTCAACAAT A

GTCGGGG GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC-=-=-=-=-=-=-~--- GTCACTTGCCTTACTTAATCTAAAAAGATCTTTTCACAGCCCTTCAACAAT A

—————— GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC A

GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC A

GA GTCGGGG GGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC A

GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC
—————————— ATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC
.GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC

GAC - TTGAGA
- TTGAGA
GTCGA




| ”u H__'_' il | AU Fi 1 i||||: i
' ﬂﬂl ﬁ#l i
'HTF | :iI|I| I “ll | I .II




4.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa _aln.fa

divergence to consensus (%)

size: 3763bp; fragments: 5062; full length: 2 (>=3386.7bp)
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ved g 4.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 4033bp; fragments: 4080; full length: 0 (>=3629.7bp)
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divergence to consensus (%)
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TE: rnd_5 family 8772

size: 482bp; fragments: 729; full length: 9 (>=433.8bp)
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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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sensus before TEtrimmer (bp)

Dotplot

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