Start crop Point End crop Point

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

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

AAATATATTABA TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - = = = = = = = = - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
A-AATAATTABAT TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - = = = = = = = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAAC - = = = = = s e e e e e e e me e o -
--------------- ABBTCAA - - TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ---=--=-----GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
--------------- GTATTAI—T TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ---=--=-----GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
CCT-AA.ATATA ---------------------------------------------------------------------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAICA -----------------------

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACANEGES A G/l A G C ARSI A\ G | G A ARG AN - - - - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAGE I AN - - - - -
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- ITTATCAAIGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGIGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA G/ BN - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACANE N GESAGE - - - - -l TR A B | SR A A SIS GE D [ B - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAN - - ------ -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TATIAI— —-TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT —————————— GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----=--=-=--=-=-=----------ASSTHEEEAAGENEA GEEEIRNG | BN - - - - -
———————— CAA------TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT--=--------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - ===
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
A----GTATTAA-T TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEIEE AN - - - - -

AAAIA—G———CGAAA TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAGTTECTGATEA -CAGTAGTGECGT CETEAACAGCAGTIGTICACTGA - - - - -
AAAAATATART - - - - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEEIE - - -BAATAS THGEGHE\GRCERNAGS - - - - - - - - -----------
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

AAAAATITATIAAAA

GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACATETE GG - - - - -
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAGRIEIE BT - - - - -
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACARETET GG - - - - -
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGJAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~ - - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - - - - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -~~~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - - -~ -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - - - - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA-A.
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

AAABATATA TGI——
AAIAT TTAA-T

___________ I

AAAATAIATTIA—— TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
H ----ATA------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—IAT—TITTAAAA————TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT —————————— GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

———————————— AATATATI————————————AGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT——————————GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ITCGI—T TGTTAGAAAATATCAA-AAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
AAAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
A TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—————————— TTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

B3

> > >

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAIIIRG - - -A------ - -

> |

------------------------------------------------------------ GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA e
TGTTAGAAAATATC—AAIAAAGGTACATGTTACGCCACCTATCAGTAGAT ---------- GTTATCAAAGAGTAGCATJGTTTGATTTCCCGCAGCTTCCGCGCAACA - - -TAG- -
TGTTAGAAAATATC- AAJJAAAGGTACATGTTACGCCACCTATCAGTGAT - - - - - - - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - -TAG- -
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT === = = = = = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCABMCTTCCCGCGCAACARMBBGEETARE - - - - - - - - - - - - - - - oo

TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT
TGTTAIAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT
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] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se After TEtrimmer 4337 b P

size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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/ _729.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.i
size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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divergence to consensus (%)
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TE: Itr_1 family 729
size: 5374bp; fragments: 1995; full length: 1 (>=4836.6bp)
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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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