Start crop Point End crop Point

1 MSA length = 1920 1
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GAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
GAAAATTCCACACCTGTAATTTTTA----ATCAAAACG--TTTTTTTG
GAAAATTCCACACCTGTAATTTTAACCAATCAAAACGTGTTTTTTTG
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TT- - - TTGAAAAT!ICACACCTGTAATTTTTAACCAATCAAAACGTGITTTTTTG
------ GAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTIR
TCAATTGAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
T———ITTGAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
TTGAAAATTCCACACCTGTIATTTTTAACCAATIAAAACITGTTTTTTTI
TTGAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
IGAAAATTCCACACCTGTAATTTTTAACCAATIAAAACGTGTTTTTTTG

GAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
GAAAATTCCACACCTGTAATTTTTA- - - -ATCAAAACG- -TTTTTTTG
----- GAAAATTCCACACCTGTAATTTTTAACCAATCAAAACGTGTTTTTTTG
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 1920 bp

size: 1920bp; fragments: 8858; full length: 0 (>=1728bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 2243bp; fragments: 8550; full length: 0 (>=2018.7bp)
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TE: md_5 family 7842 Before TEtrimmer 1877 bp

size: 1877bp; fragments: 8851; full length: 0 (>=1689.3bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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