SLdlt LIvpy Ul v Livpy rultic

1 MSA length = 1255 1

ATTCGATACAGTGTTTTCTGTGACCTGAGTAAAGCCATCGACAGTGTGGACCAT - -=-=-=-=-=-=--- TTGTAAACCTTAATGGTAATTCACATGAATAAIAI—TTTGAATTATGATT
CTCTAGTCTC ACTTTCAATTG ATTCGATACAGTGTTTTCTGTGACCTGAGCAAGGCCTTCGACTGTGTGGACCAT --=-=-=-=-=-=--- TTGTAAACCTTAATGGTAATTCACATGAATAAGAATTTTGAATI———ATT

CTCAGICAIC ACCTTTIG A TTITIAA--TT-GG __________________________________
CIATTCTT ----- TTTAABTG TTGTAAACCTTAATGGTAATTCACAIGAAT.GAATTTTGAATTTTGATT

CTTTGGTCTC TCTTITA T TTGTAAACCTTAATGGTAATTIACATGAATAAGAATTTTGAATTTTGA —————

CTCTAGTCTC ACTTTCAATTG
cTTTGGTARC ABTTTTAATT - -« v - -
CTCTAGTCTC ACTTTCAATTG
CTCTATTTT AITTTTAGTTG
T T T A AT A - - - - m o n e m il

CTCTAGTCTC ACTTTCAATTG

T_TIT-AITAITIT

TCAT
TCA

O 0 -4 40 4 4 < < -




End crop Point

Start crop Point

|

“IIIIIIII
IImI]III
""".“"""“

—_———

— e—— —— ———

750

500

1750

1500

1250

250



d_uf.bed g 3.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 1255 bp

size: 1255bp; fragments: 161; full length: 27 (>=1129.5bp)
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fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)
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size: 1565bp; fragments: 160; full length: 0 (>=1408.5bp)
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TE: md_5 family_3867 Before TEtrimmer 1115 bp

size: 1115bp; fragments: 188; full length: 28 (>=1003.5bp)
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After TEtrimmer ORF and PFAM domain plot
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