Start crop Point

MSA length = 361
B TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT- - - - - -« - - - GAGTGTCTTGATTTA
---------------------- AA---TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT----------GAGTGTCTTGATTTA
---------------------- AG---TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT----------GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
TGTTGAGGCCTTGAJAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT -« -« - - - - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTGGG-CTATAACTTATAGGCCTT---------- GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
TITTGAGGCCTTGAIAATTTTTAIATTTGGGCCTATAACITAIAGGCCTT ---------- GAGTITCTTGATTTA
- -TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCT T ---------- GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTJAGATTTGGGCCTATAACTTATAGGCCTT - -« -« - - - - - GAGTGTCTTGATTTA
TGTTJAGGCCTTGACAATTTT - AGATTTGGGCCTATAACTTAJAGGCCTT - - - - - - - - - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTIGATTTGGGCCTATAACTTATAGGCCTT -« - - -« -~ - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
TGTTGAGGCCTTGACAATTTTTAGATTTGGGCCTATAACTTATAGGCCTT--------- - GAGTGTCTTGATTTA
------------------------------------------------------------ GAGTGTCTTGATTTA
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 361 bp
size: 361bp; fragments: 21; full length: 17 (>=324.9bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 661bp; fragments: 21; full length: 0 (>=594.9bp)
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divergence to consensus (%)
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TE: Itr_1 family 318

size: 366bp; fragments: 29; full length: 17 (>=329.4bp)
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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