Start crop Point End crop Point

1 MSA length = 1908 1

-------------------------------------------------------------------------------------------------------------- TTGlGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT e e

—IETA—AT.AGTT T AATTITTTAEIATTAIAAATATCTTGACTAAATTTAAATTTTTATTTATTTGAATAAAATATCATGTTTATTTTTTCTACTT ---------- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT AAAAAAAAAAAT
TAGTA-ATATAG- - -MTRAGTTGATTAFAATEBATAAAT - - -TGACT - - - - - oo e e TTTTTCCTACTT---------- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT

CATTGC--=--=---- L1 LTI TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT

CATTGC--=------ L1 LIS T TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT

CATTA------- TTRTTETATTCRT TA- -~ ------- ATATTGACCAAA - = = = = & o o o o e o e e e e e e e e e GCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTAT
----------------------------------------------------------------------------------------------------------------- PG TGCGGA-AGTATCACTTTCCGCACTTTTAGGAAAATAACTATT AAA - - AAAA

- -TTACATATAGTTGITETGTTGTTTAAACTTATAAATATCTTGACTAAATTTAAAATTTTATTTATTTGAATAAAATATCAAAATTATTTTTCCTACT T == ----=--- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT ATAlITTTTA AAAAAAAAAAAT
- -TTACATATAGTTGTETGTTGTTTAAACTTATAAATATCTTGACTAAATTTAAAATTTTATTTATTTGAATAAAATATCAAAATTATTTTTCCTACT T == ----=--- TTGCGTGCGGGAAAGTATCACTTTCCGCAC- - - TTAGGAAATAACTATT ATAITTTTA - AAAAAAAAAAT
CATTA-ATATA----@T TATTGIEIAAAATTATA.T— - - -TJACTGGATTTAAAATTTTATTTATTTAAATAAGATATCAAAATTATTTTTCCTACT T - - - - - - - - - - TTGCGTGIiGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT AAJATAAA - - A
------------ GTGRBTAGCT G T A - - - - - - - o m e ettt TTGCGTGCRGGAAARTATCACTTTCCGCACTTGTTAGGAAAATAACTATT
-------------------------------------------------------------------------------------------------------------- TllccGTGCGGAAAGTATCACT T CCGCACT/GTTAGGAAAATAACTATT
-------------------------------------------------------------------------------------------------------------- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATABMITATT
-------------------------------------------------------------------------------------------------------------- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAITATT
-------------------------------------------------------------------------------------------------------------- TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT

CATTACATATAG- - -[|TBAACGATTRAAAT T TAAATATCTTACC - - - TTTGTAATTTCACATATTTGAATTAAGCATCAAAACTA - TEETTACTR- - ----- - - - TTGCGTGCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT

T.T AGAIT A-AAAIAAAT
----------------------------------------------------------------------------------------- TTTTCTTACT T-----=----c----CGTHMCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT AGGECTTTABABGGAATHAAA - - - AAAAA
----------------------------------------------------------------------------------------- TTTTCCTACT T-------ce----CGTHMCGGGAAAGTATCACTTTCCGCACTTGTTAGGAAAATAACTATT AGGHICTTTABABGGAATHIAAAAAAAAAAA
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 1908 bp
size: 1908bp; fragments: 567; full length: 0 (>=1717.2bp)
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bed g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 2284bp; fragments: 490; full length: 0 (>=2055.6bp)
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divergence to consensus (%)

TE: md_5_family 25911 Before TEtrimmer 207 bp
size: 207bp; fragments: 264; full length: 57 (>=186.3bp)
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After TEtrimmer ORF and PFAM domain plot
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sensus before TEtrimmer (bp)
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