Start crop Point End crop Point

1 MSA length = 1941 1
ATTTAAAGE T ARGAAAATATAATAARACT TGATA- - - - - - TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGIA ---------- TICTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTAC

TTT TGTACCGGGTGTCCCACTAAGAATAGTCJCGGCTGTATCTCGGA- - - - - - - - - - TACTTTCCGAGATACAGCCGGAGCTATTCTTAGTGGGACBCCCTGTACATAE- - - - - - - - - - - - -
ATTTHA TGTACCGGGTGTCCCACTAAAATAGCTCTCGGCTGTATCTCGGA- - - - - - - - - - TAJTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTAC - -ATTCA- -
TGTACCGGTGTCCCACTAAGAAJAGCTCTCGGCTGTATCTCGGA- - - - - - - - - - TACTTTCCGAGATACAGCCGAGAGCTRTICTTAGTGGGACACCCTGTACARMARTTTCATA
-------------------------------- TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGJTGTATCTCGGA- - - -~ --- - -TACTTTCCGAGATAJAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACA e
ATHTRA TGTACCGGGTGTCCCACTAAGAATAGCTCTCGCT -« - v - v o v e e e - TACTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACAR- - - CTTTCA- = -« -« wmmm e me e e -
ATTT TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGA - == == -« - - - THCTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACAMMACTTT - - - -
TT GTACCHGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGCB- - - - - - - - - - TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACAM- - -CTTTCGTA

———————————————————————————————————————————————————————————— TACTTTCC AGATACAGCCGAGAGCTATTCTTAITGGGACACCCTGTACA
TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGA--=--=-=-=---- TAITTTCCIAGATACAGCCGAGAGCTAITCTTAGTGGGACACCCTGTAC —————————————————————————
TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGA--=--=--=---- TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGI —————— CTITACA ————————————
GTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGA-=-=-=-=-=-=-=--- TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTAC
TGTACCGGHEGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGA--=-=-=-=-=---- TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACA
TGTACCG#GTCCCACTAAGAATIGCTCTCGGCTGTATCTCGGA —————————— TACTTTCCGAGATACAGCCGAGAGCT-TTCTTAGTGGGACACCCTGTACA
TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTCGGI —————————— TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTAIA
TGTACCGGGTGTCCCACTAAGAATAGCTCTCGGCTGTATCTIGGA —————————— TACTTTCCHBAGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACA
TGTACCGGGTGTICCACTAAGAATAGCTCTCGGCTGTATCTCGGA —————————— TACTTTCCLGATACAGCCGAGAGCTATTCTTAGTGGGACACCCTGTACA
TGTACCGGGTGTCCCACTAAGAATAGCTCTCIGITGTATCTCGGA —————————— TACTTTCCGAGATACAGCCGAGAGCTATTCTTAGTGGIACACCCTGTACA
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».bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1941 bp
size: 1941bp; fragments: 14047; full length: 381 (>=1746.9bp)
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ed g 2.bed fm_Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 2242bp; fragments: 14017; full length: 0 (>=2017.8bp)
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divergence to consensus (%)

TE: d 1 family 521 Before TEtrimmer 1129 bp

size: 1129bp; fragments: 10218; full length: 663 (>=1016.1bp)
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