Start crop Point End crop Point

MSA length = 2624 1
CATAGTACAAGG—AAIAGAGTAITTGCACTCTGCCAAATATTTTCTGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGET
CATAGTACAAGGAAAGAGAGTATTTGCACTC.CCAAATATTTTCTGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGET
AIAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
TTT A----THETAMCATAGTACAAGGAAA -AGAGTABTTGCACTCTGCCAAATATTTTCTGCCA AGAACAATGGATTTGACEAGGAGTAAAACTACTACTTTCCTTATACTATGHET
TTT A----T CATAGTACAAGGAAA—AGAGTAITTGCACTCTGCCAAATATTTTCTGCCA AGAACAATGGATTTGACIAGGAGTAAAACTACTACTTTCCTTATACTATG T
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG

AGAACAATGGATTTIACAAGGAGTAAAACTACTACTTTCCTTATACTATG T
AGAACAATGGITTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG T

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA T I
CATAGTACAAGGAAA-AGAGTATTTGCACTCTGCCAAATATTTTCTGCCA T TTTA.TGA.A
CATAGTACAAGG-AABAGAGTABTTGCACTCTGCCAAATATTTTCTGCCA

I ITTGCAITCTGCCAAATATTTTCTGCCA

CATAGTACAAGG-AARAGAGTA

CATAGTACAAGGAAA - AGAGTAITTGCACTCTGCCAAATATTTTCTGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATAT||TTCAGCCA CTA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTJAGCCA TTAARAGHEE BT TBEH A TAT
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA A
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGET
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHE -
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET

CATAGTAIAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGET

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATGET

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGEMCAAGGAGTAAAACTACTACTTTCCTTATACTATGHET
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA AGAACAATGGATTTGICAAGGAGTAAAACTACTACTTTICTTATACTATG T
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAA-AGAGTATTTGCACTCTGCCAAATATTTTCTGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA

AAR- CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
ATT-TTT- AA - CATAGTACAAGG - AAJJBGAGTATTTGCACTCTGCCAAATATTTTCTGCCA- - - - - - - - - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
-------------------------------------------------------------------------------------------------------------- AGAACAATGGATTTIACAAGGAGTAAAACTACTACTTTCCTTATACTATG
CATAGTACAAGG—AAIAGAGTAITTGCACTCTGCCAAATATTTTCTGCCA ---------- AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG

------------------- TT-TTT-A— - - I ICATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA
TA

CATAGTACAAGGAAA-AGAGTABTTGCACTCTGCCAAATATTTTCTGCCA

———————————————————————————————————————————— CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA----------AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
—————— CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA----------AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
A AATT CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA---------- AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG

-------------------------------------------------------------------------------------------------------------- AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
CATAGTACAAGGAAA—AGAGTAITTGCACTCTGCCAAATATTTTCTGCCA ---------- AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
CATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA -« - === -« - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
-------- TAGTACAAGG - AAJJGAGTATTTGCACTCTGCCAAATATTTTCTGCCA- - - - - - - - - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
ABICATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA - = - == - = = - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
ABICATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA - = - == - = = - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
TABCATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA - == - == - = - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
TABCATAGTACAAGGAAAGAGAGTATTTGCACTCTGCCAAATATTTTCAGCCA - - = = == - = - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
CATAGTACAAGGAAA -BGAGTATTTGCACTCTGCCAAATATTTTCTGCCA- - - - - - - - - - AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
-------------------------------------------------------------------------------------------------------------- AGAACAAJJGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
-------------------------------------------------------------------------------------------------------------- AGAACAATGGATTTGACAAGGAGTAAAACTACTACTTTCCTTATACTATG
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)

size: 2624bp; fragments: 24654; full length: 0 (>=2361.6bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)

size: 3015bp; fragments: 24642; full length: 0 (>=2713.5bp)
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divergence to consensus (%)
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TE: rnd_1 family 566
size: 1158bp; fragments: 2620; full length: 149 (>=1042.2bp)
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After 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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