Start crop Point End crop Point

1 MSA length = 1941
TGTAACAGTIAAATTTCITCGCTACGACCTCTGTGTGCTAGCTCATAAAT ---------- ITTGTGTTTTATTGAACTTCAAATTAG—AAAGGGCGTGGCA ---------------------------------

TGTAACAGTCAAATTTCCTCGCAAIGACCTCTGTGTGCTAGCTCATAAAT ---------- CTTGTGTTTTATTGAACTTCAAATTAGAAAAGGACGCGGCA AAITTTAAATA

TABATGAAATATEC TGTAACAGTCAAATTTCCTCGCAACGACCTCTGTGTGCTAGCTCATAAAT - --------- CTTGTGTTTTATTGAACTTCGAATTAGAAAAGGGCGCGGCA AAT--TT--TA

TEBTANATG-AATTTEC TGTAACAGTCAAATTTCCTCGCAACGACCTCTGTGTICTAGCTCATAAAT ---------- CTTGTGTTTTATTGAACTTCAAATTAGIAAAGGGCGTGGCA AATTTTT--TA

THC A——TAAIAT C TGTAACAGTCAAATTTCCTCGCAACGICCTCTGTGTGCTAGCTCATAAAT ---------- CTTGTGTTTTATTGAACITCAAATTAG—AAAGGGCGTGGCA

ACGAAA - - - TGTAACAGTCAAATTTCCTCGCTACGACCTCTGTGTGCTAGCTCATAAAT - --------- CTTGTGTTTIATTGAACTTCAAATTAG—AAAGGGCGTGGCA

-------------------------------------------------- TGTAACAGTCAAATTTCCTCGCAACGACCTCTGTGTGCTAGCTCATAAAT ----=------CTTGTGTTTTATTGAACTTCGAATTAG-AAAGGGCGTGGCA

TARNTEEEE- - - - - - ------ - - e s s e e e s e s o mmm - TA TGTAACAGTCAAATTTCCICGCAACGACCTCTGTGTGCTAGCTCATAAAT —————————— CTTGTGTTTTATTGAACTTCAAATTAG-AAAGGGCGTGGCA
TA L LI LI IC ISP A A SR IT.ATT TGTAACAGTCAAATTTCCTCGCAACGACCTCTGTGTGCTAGCTCATIAAT —————————— CTTGTGTTTTATTGAACTTCAAATTAGAAAAGGACGCGGCA -
AA AI ———————————————————————————————— TGTAACAGICAAATTTCCTCGCAACGACCTCTGTGTGCTAGCTCATAAAT —————————— CTTGTGTTTTATTGAACTTCAAATTAIAAAAGGACGCGGCA

AARABTGTAACAGTCAAATTTCCTCCTACGACCTCTTGTGCTAGCTCATAAAN- - - - - - - - - - CTTGTGTTTTATTGAAC|TCAAATTAGAAAAGGACGCGCA
AATAMITGTAACAGTCAAATTTCCTCGCACGACCTCTGTGTGCTAGCTCATAAAR---------- CTTGTGTTTTATTGAACTTCAAATTAG - AAAGHIG TGGEA ABTTATTAAAA
AABBB TGTAACAGTCAAATTTCCTCGCAACGACCTCTGTGTGCTAGCTCATAAAT - == == - - - - - CTTTGTTTTATTGAACTTCGAATTAG- AAAGGGCGTGGCA AITTTTTTAAG
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1941 bp

size: 1941bp; fragments: 2397; full length: 323 (>=1746.9bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 2241bp; fragments: 2396; full length: 0 (>=2016.9bp)
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TE: rnd_1 family 228
size: 422bp; fragments: 1194; full length: 343 (>=379.8bp)
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After TEtrimmer ORF and PFAM domain plot
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onsensus before TEtrimmer (bp)
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