Start crop Point End crop Point

1 MSA length = 862 1

AGAAARGCERATCBCBT TAAGCTAAGGTCAGACACAGCTACTTTTACTGCGTTGCAGTATGAAAAACT -« - & - o - o m ottt
---------- TTAAGCTAAGGTCAGACACAGCTACTTTTACTGCGTTGCAARGABAAACT - - - - - - - - - -CGAAACTTTACACCACATCACAAAAARTGGCIGTAAAAGTAGCTGTGTCTGA
-------- TAAAGCTAABGTCACACBCAGCTACTTTTACTGCGT TGCAGTATGAAAAACT - = < - = - s s - o st e oo oo
----- CBTAAAGCTAAGGTCAGACACAGIITACTTTTACTGCGTBGCAGTATGAAAAACT = =« -« -« -« s CGACACT T T - m o m o e o m o e o m oo

AGACABTGATC TTARGETAAGGTCABACACAGCTACTTTTBCTGCGTTGCAGTATGAAAAACT - = - = - = - = - s - s m s sttt bbb oo

AGAAAAT - - - - TAAAGCTAAGGTCAGACACAGCTACTTTTACTGCGTTGCAGTATGAAAAACT - === -=- - - CGAAACTTCACAACACATCACAAAAACTGGCAGTAAAAGTAGCTATGTCTA TTTCT- - - -AGAA

TTAAGCTAAGGTCAGACACAGTACTTTTACTGCGTTGCAGTATGARJAAACT - - - - - - - - - - cGAAACTTTAaccAacAaTCACAAAAACGGCAGTRAAAGAGCTATGTCTGA TTRCBcTACTAGA

TTAAGCTAAGEMTCAGACACAGCTACTTTTACTGCGTTGCAGTATGAAAAACT = === - - - - CGAAACTTTACACHACATCACAAAAACTGGCAGTAAAAGTACITGTGTCTGABBT TAGETI- - - - - - - - - - - o - o s e oo

AAGT CHEA ACACABAGCTACTTTTACTGCGTTGCAGTATGAAAAACT = = - = - - - o s e oot oo oo GA

AG-CAATGAT - TAAAGC!IAG TCBGACACAGCTRCTTTTAlTGCGTTGCAGTATGAAAAACT - - - - - - - - - - BGACJCTTTACACCACATCACAAAAACTGGCAGTAAAAGJAGCTATGTCTGA Aclia

AGAAAAT - - - THCETAAABRCTAARGTCAGACACAGCTACTTTTACTGCGTTGCAGT - - - AAIACT - - - - oo - o m e ALABAREATARA - - - - - - - - - oo oo AlAAAT

AGAAAAT - - - - TAAAGCTAAGGTCAGACACAGCTACTTTTACTGCGTTGCAGTATGAAAAACT - === -=- - - CGAAACTTCACAACACATCACAAAAACTGGCAGTAAAAGTAGCTATGTCTHA TTTCT- - - - AGAA
---------- TTAAGCTAAGGTCAGACACAGCTABT TTTACTGCOBTGCAGTATGAABAACT - - < -« - - s oot et oo CTTTTGACTAAA
---------- TAAAGCTAAGGTCACACACAGCTACTTTTACTGGTTGCAGTTGAAAAACT - - - - - - - - - -CGAAACTTTACACCACATCACAAAAACTGGCAGTAAAATAGCTATGTCTGA Cee - ClfrcTTTACAfAA

AA-AAACGATCIRTETAAAGCTAAGGT CAGAACAGCTACTTTTACTGCGTTGCEGTATGAAABACT - - - - - - o m e e GA TTRTT-TACTGAT

TCTCT----AAAA
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 862 bp
size: 862bp; fragments: 14323; full length: 4 (>=775.8bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1182bp; fragments: 300; full length: 0 (>=1063.8bp)
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TE: rnd_5 family 3809
size: 964bp; fragments: 428; full length: 5 (>=867.6bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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