Start crop Point End crop Point

1 MSA length = 2026 1

------------------------------------------------------------ GAGTCTTTTTTCTACTTTTTTAATTTEAACCAGGTCTCTTTGAGAAAAATGGATGCHTTRTTTAAATICERAI N "Il AA
------------------------------------------------------------ GAGTCTTTTTTCTAC| T T TTAATTTBAACCAGGTCTCTTTGAGAAAAATGGATGCITTITTTAAAT ATTATIITTAT
C--AA---TTEETTAAAAAGTAGAAAAAAGACTJAAAGTCTCGGTCTCAACGTT - - -« - - - - - - GAGTCTTTTTTCTACTTTTTTAATTTEAACCAGGTCTC- - TGAGAAAAATGGATGC

--------------------------------------------------------------- GAGTCTTTTTTCTACTTTTCTAATTTAACCAGGTCTCTTTGAGAAGAATTGAGC
------------------------------------------------------------ GAGTCTTTTTTCTACTTTTTTAATTT@AACCAGGTCTCTTTGAGAAAAATGGATGC
------------------------------------------------------------ GAGTCTTTTTTCTACTTTTTTAATTT@AACCAGGTCTCTTTGAGAAAAATGGATGC
--------------------------------------------------------------- GEGTCTTTTTTCTACTTTTCTAATTTRAACCAGGTCTCTTTGAGAAGAATGGAGC
--------------------------------------------------------------- GAGTCTTTTTTCTACTTTTTTAATTT@AACCAGGTCTCTTTGJGAAAAATGGATGC
e < B e GAGTCTTTTTTCTACTTTTTTAATTT@AACCAGGTCTCTTTGAGAAAAAJGGATGC
------------------------ TCTCAAAATGGTTAAATTAAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACGT--------- —GAGTITTTTTTCTACTTTTTTAAIET
TCTCAJIA - - - - - - e GAGTCTTTTTTCTACrTTTTAAT]A

TCICE ------------------------------------------------------------- GAGTCTTTTTTCTACTTTTTTAATTT
------------------------ TCTCAAAATGGTTAAATTAAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACGTT - ------- - -GAGTTTTTTTCTACTTTTTTATT
GAGTCTTTTTTCTACTTTTCTA!ITA
GAGTCTTTTTTCTACTTTT---TTA
------------------------ TCTC--AATGGTTAAATTAAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACGTT----------[JacTCcTTTTTTCTACTTTTTTAARMA
TCT T AAA - - - - - m s m e m e m ool GAGTCTTTTTTCTACTTTTTAARTA
L e e GAGTCTTTTTTCTACTTTTTTANTHT
TCTCA-AATGGTTAAATTAAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACTT---------- GAGTCTTTTTTCTACT TTBCTA- -« - c e e
-------------------------------------------------------------------------------------------------------------- GAGTCTTTTTTCTACTTTTTTAARA
-------------------------------------------------------------------------------------------------------------- GAGTCTTTTTTCTACTTTTTAATTT
CB A - - - - - - - - - m e GAGTCTTTTTTCTACTTTTCTAATTT
TCTCAAAATGGTTAAATTAAAAAGTAGAAAAAJGACTCAAAGTCTCGGTCTCAACGTT - - - -« - - - - GAGTCETTTTTCTACTTTTCTAA
------------------------------------------------------------ GAGTCTTTTTTCTACTTTTTTAATTT -

Bl AAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACGTT - - - - - -« - - GAGTCTTTTTCTACTTTTTTAATTTBAACCAGGTCTCTTTGAGAAAAATGGATGC
CTCAAA - T TIAA T TAAAAAGTAGAAAAAAGACTCAAAGTCTCGGTCTCAACGTT -« - - - - - - - - GAGTCTTTTTTCTACTTTTTTAATTTAACCAGGTCTCTTTGAGAAAAATGGATGC
TCETABAA GAGTCTTTTTTCTACTTTTTAATTTEAACCAGGTCTCTTTGAGAAAAATGGATGC

GAGTCTTTTTTCTACTTTTCTAATTTEAACCAGGTCTCTTTGAGAAGAATGGARGC

IAITCTITTTTCIAITITTTTAAITT

GAGTCTTTTTTCTACTTTTTTAARTA
GAGTCTTTTTTCTACTTTTCTAATTT
GAGTRTTTTTTCTACTTTTTTAATTT
GAGT!ITTTTTCTACTTTTCTAATTT
GAGTCTTTTTTCTACITTTTTAAITA

AACCAGGTCTCTTTGAGAAAAATGGATGC
AACCAGGTCTCTTTGAGAAGAATGGAIGC

AAIC A-T C.TGIG ------ IGATG
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 2026 b P

size: 2026bp; fragments: 1509; full length: 0 (>=1823.4bp)
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/ 3806.fasta.b.bed _uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries
size: 2451bp; fragments: 667; full length: 0 (>=2205.9bp)
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divergence to consensus (%)

TE: rnd_5 family 3806
size: 1047bp; fragments: 861; full length: 48 (>=942.3bp)
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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 10/10/25)
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