Start crop Point End crop Point

MSA length = 4633 1
ACAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - - == - - - - - AAAATTTICACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
BCAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - - - - - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
ATAAAGCTTTAATACAAGACAAAGATAATCCTACTACGAATAGATAACCCATGTAA - - - - - - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
ATAAAACTTTAATTCAATACAAAGATAATCCTACTACGAATAGATAACCCATGTAA - - - - - = - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
GTAAAACITTAATTCAATACAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - -« -« - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
GTATGCTTTAAT - CGATACAAAGATAATCCTACTACGAATAGATAACHCATGTAA- - - - - - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
-------------------------------------------------------------------------------------------------------------- AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
-------------------------------------------------------------------------------------------------------------- AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG

------------------------------------------------------------ AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
ACAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - - == - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
ACAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - - == - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
CAAAGATAATCCTACTACGAATAGATAACCCATGTAA - - = - - - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
ACAAAGATAATCCTACTACGAATAGATAACCCATGTAA- - - == - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
CAAAGATAATCCTACTACGAATAGATAACCCATGTAA - - = - - - - - - - AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG
AAIAACIATAAAACTTTAITTAAATICAAAGATAATCCTACTACGAATAGATAACCCATGTAA ------------------------------------------------------------

----- AA----ATT---ACTTG- -
CAAAT.TAAC -----
TGAATTAT - == - - - - -

AAITTATGAC- - - - -
TAWATTATGAGTTG- -
----- CGBATT- -GAGTTG- -

> > > > O > > > >

4 0 4 40 4 4 -4 40 4 400

(@)

-------------------------------------------------------------------------------------------------------------- AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTGETIM- - - - - - - - - - - - - === e ommmmmema -
--------------------------------------------------------------------------------------------- CATGTAA----------AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTG@T Y 7.
------------------------------------------------------------------------------------------ ACCCATGTAA----------AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTGHC - - - - -BAGEBBAAACTATA- - - - -GA
---------------------------------------------------------------------------- ACTACGAATAGATAACCCATGTAA----------AAAATTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATTTTCTTTGHT dAAEAAGCIAIGG—TTGGA

THGE T TECTER G G G TREGA T TACTIRTTA T T TARETAAATEA- - -AA-TTTHABRT - - - - ACAAAGATAATCCTACTACGAATAGATAACCCATGTAA - « - - - - - x o m o m ot ot ot
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.b.bed _uf.bed g 3.bed fm_1.bed O O bcIn.fa _aln.fa_cl.fa _gs.fa ce

divergence to consensus (%)

size: 4633bp; fragments: 20390; full length: 0 (>=4169.7bp)
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3.fasta.b.bed uf.bed g 3.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs«
size: 4945bp; fragments: 19317; full length: 0 (>=4450.5bp)

divergence to consensus (%)
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TE: md_5_ family 11408 Before TEtrimmer 874 bp

size: 874bp; fragments: 292; full length: 13 (>=786.6bp)
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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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nsensus before TEtrimmer (bp)

Dotplot

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