Start crop Point End crop Point

MSA length = 2981 1
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - - - - - - - - - AAATTGTTACAACTGTACCCGCTCTCCCCTACTT@AC TRIBA - - - - - - - -
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - -------- AAATTGTTACAACTGTACCCGCTCTCCCCTACCTHTA TEEATTTTARTTTT TAAAARTA AAAAIAA———— TAT
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - -------- AAATTGTTACAACTGTACTCGCTCTCCCCTACTTHCA CBMl------ TTTC CAAAAIAA.AAAAAA-TT TA
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - -------- AAATTGTTACAACTGTACTCGCTCTCCCCTACCHMITARES - - - - - - - - - - TTGC
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - -------- AAATTGTTACAACTGTACCCGCTCTCCCCTACTEIRAC C-TTTGT CTC
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - - - - - - - - - AAATTGTTACAACTGTACTCGCTCTCCCCTACTTHETCHEME - - - - - - - - - - - ---------
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - - - - - - - - - AAATTGTTACAACTGTACCCICTCTCCCCTAC -----------------------------------------------------
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA- - -------- AAATTGTTACAACTGTACCCGCICTCCCCTACTA TA CRBATATTT TABABAAA ABAAA - -
G.A-GTACAATTGTAACGCGGTACAAATGTAACA ---------- AAATTGTTACAACTGTACCCGCTCTCCCCTACTAICA.TIATTTTT TCAGIATA AAAAAA
TAGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA TCRAAATA AATGAA

----------------------------------------------------------- BGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA
------------------------------------- G THAACAEEE- - - -8 AGGGGAGAGCGAGTACAATTGTAACGCGGTACAAATGTAACA







ed uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa_
size: 2981bp; fragments: 183; full length: 10 (>=2682.9bp)
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sta.b.bed uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa
size: 3283bp; fragments: 182; full length: 9 (>=2954.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: md_5 family 10363 Before TEtrimmer 905 bp
size: 905bp; fragments: 132; full length: 17 (>=814.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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. consensus before TEtrimmer (bp)
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