Start crop Point End crop Point

1 MSA length = 11490 1

-------------------------------------------------------------------------------------------------------------- CCGACTGTTAGGCGTTAGTAATAGCTCTCTA-BAAAAAAAGACTGTTACA

BrT----- THAR--- - BT A TRGT AT GG 18- - - - - - - - - - - - - oo CCGACTGTTAGGCGTTAGTAA-AGCTTTTAG - lAAAAAAAGACTGTTACA
-------------------------------------------------------------------------------------------------------------- CCGACTGTTAGGCGTTGTAATAGCTCTCTA - @AAAAAAAGACTGTTACA

‘A.TIAIAATTTTTATATAAGCGCAAAC_AIA-TAGTATCCGTATATTTTTTTATTTTACCCGTTAAATGCTAGGCGAACATA ---------- CCGACTGTTAGGCGTTAGTAATAGCTCTCTA - BBAAAAAAIBCTGTTACA
A CHARA

------------------------------------------------------------------------------------------------- CCGACTGTTAGGCGTTAGTAATAGCTCTCTA-BAAAAAAAGACTGTTACA
-------------------------------------------------------------------------------------------------------------- CCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEBAAAAAAAGACTGTTACA
CCGACTGTTAGGCGTTAGTAATAGCTTTTAG - AAAAAAAGACIGTTACA-ACAT

I!I!

CCGACTGTTAGGCGTTAGTAATAGCTCTCTA-BAAAAAAAGACTGTTACA
CCGACTGTTAGGCGTTAGTAATAGCTCTCTAGHAAAAAAAGACTGTTACA
CCGACTGTTAGGCGTTAGTAA-AGCTTTTAGCHEEAAAAAAAGACTGTTACA
CCGACTGTTAGGCGTTAGTA- - A-TTTTAG AAAAAAAGACTGTTACA

A----T

T
T T
T T

CCGACTGTTAGGCGTTAGTAATAGCTCTCTA-BAAAAAAAGACTGTTACA
CCGACTGTTAGGCGTTAGTAATAGCTCTCTAG AAAAAA“A.GIT
CCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEAAAAAABEA - TGTTACA
CCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEMAAAAAAAGACTGTTACA

TA CGA ATTTTTATATAAAAATAAIC
T THWARA - - - - - - ATATA- - - ------
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 11490bp; fragments: 4386; full length: 0 (>=10341bp)
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2d_g_3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 11837bp; fragments: 4588; full length: 0 (>=10653.3bp)
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divergence to consensus (%)
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TE: Itr_1 family 903
size: 6956bp; fragments: 9712; full length: 0 (>=6260.4bp)
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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)
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