Start crop Point End crop Point

1 MSA length = 6689
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTACGATGCGTACAAGG------~- - - - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTACGATGCGTACAAGG-------- - - GTAGCTGTATATA
—————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTACGATGCGTACAAGG=-=-=-=-=------GTAGCCGTATATA
—————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTACGATGCGTACAAGG-=-=-=-=------GTAGCCGTATATA
AAATA TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG------~- - - - GTAGCCGTATAIA AA
AGAA

GTAAACATCATTGAAAAA GCTCCA
GTAAACATCATTGAAAAA.GCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCAR--------"--=--==-=-==--==-----
GTAAACATCATTGAAAAAGACGCTCCABABA - - - - - -
GTAAACATCATTGAAAAAGACGCTCCABABA - - - - - -
GTAAACATCATTGAAAAAGACGCTCCES - - ---- - - -
GTAAACATCATTGAAAAAGACGCTCCES - - ---- - - -
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA®---------
GTAAACATCATTGAAAAAGACGCTCCAR-------"--
GTAAACATCATTGAAAAAGACGCTCCAM--------"-=-=--=-=-=--==---=---
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA

AAATA TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-==-=-=-=-~-- GTAGCCGTATA
——————————————————————————————————————————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-----GTAGCCGTATATA
——————————————————————————————————————————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-----GTAGCCGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-=-=-~-- GTAGCCGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-==-=-=-=-~-"- GTAGCCGTATATA

—————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=------GTAGCCGTATATA

—————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-----GTAGCCGTATATA
—————————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-----GTAGCCGTATATA
—————————— TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-----GTAGCCGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-=-=-=-=-=-~-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-==-=-=-=-~-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-==-=-=-=-~-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTACGACGCGCGACGTGCGATGCGTACAAGG-=-=-==-=-=-=-~-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=--- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=-=-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=-=-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=-=-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG--=-=-=-=-=-=-~-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=--- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA
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TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=--- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGATGCGTACAAGG-=-=-=-=-=-=-=-=-- GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA------- CGACGTACGITGCGTACAAGG —————————— GTAGCTGTATATA

GTAAACATCATTGAAAAAGACGCTCCARG - - -----THRARAATT - - - - - - -
GTAAACATCATTGAAAAAGACGCTCCARG - - -----THEARAATT - - - - - - -
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACABCATTGAAAAAGACGCTCCA
GTAAACAICATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA
GTAAACATCATTGAAAAAGACGCTCCA

TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGMTGCGTACAAGG- -~ -~~~ - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG- - ------- - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- -~ - - - - CGACGTACGATGCGTACAAGG--------- - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- -~ - - - - CGACGTACGATGCGTACAAGG- - ------- - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG--------- - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG--------- - GTAGCTGTATATA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG - - - == - = - - - GTAGCTGTATATA GTAAACATCATTGAAAAAGACGCTCCAB---------ABBABAABMTE- - - - - - - - - - - - - oo oo
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGIIACAAGG- - - - - - - - - - GTAGCTGTATATA GTAAACATCATTGAAAAAGACGCTCCABMAAAAAC- - - A GecAATTHT

TGTTGGGTTTTTGAAAGCCGTA- -~ - - - - CGACGTACGATGCGIACAAGG ---------- GTAGCTGTATATA GTAAACATCATTGAAAAAGACGCTCCAMAAAAAC- - -A GCAATTIT.TIAIAIT.A-
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG - = = = = = = = = = = = = = m m e @ e @ e @ e @ e @ e @ m @ e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e o -
-------------------------------------------------------------------------------------------------------------- GTAGCCGTATATA GTAAACATCATTGAAAAAGAIG-A
TGTTGGGTTTTTGAAAGCCGTA- -~ - - - - CGACGTACGATGCGTACAAGG--------- - GTAGCTGTATATA GTAAACAICATTGAAAAAGACGCTCCA
TGTTGGGTTTTTGAAAGCCGTA- -~ - - - - CGACGTACGATGCGTACAAGG- -~ ----- - GTAGCTGTATATA GTAAACAICATTGAAAAAGACGCTCCA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG--------- - GTAGCTGTATATA GTAAACATCATTGAAAAAGACGCTCCA
TGTTGGGTTTTTGAAAGCCGTA- - - - - - - CGACGTACGATGCGTACAAGG- - ------- - GTAGCTGTATATA GTAAACATCATTGAAAAAGACGCTCCA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)
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size: 6689bp; fragments: 113; full length: 17 (>=6020.1bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

divergence to consensus (%)
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TE: Itr_1 family 391

size: 312bp; fragments: 62; full length: 46 (>=280.8bp)
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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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nsus before TEtrimmer (bp)
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