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1 MSA length = 2967 1
CTC GTTTG TGGTTCTCTARMTACTCGGAAAAACTTACACCTACCAAAAAACCCAAACGAAGCCTCGGAACATTGGA - - - - - - - - - - GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATI ------------ CITIAAAAAAAAT
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------------------- TAATACHATA BCcGBAGCCTCGGAACATTGGA- - - - - - - - - -GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
---------------------------------------------------------------------- GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATARA
------------------------------------------------------------------------------------- GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
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GTTGA ATTAGABTGGTTCTCTABMTACTCGGAAAAACTTACACCTACCAAAAAACCCAAACGAAGCCTCGGAACATTGGA - = - = = = = = = - GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
CTCBABGTTTGEGEBGTTGA ATTAGABTGGTTCTCTA TACTCGGAAAAACTTACACCTACCAAAAAACCCAAACGAAGCCTCGGAACATTGGI ---------- GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
GEBTHcTcBrABcTTTGEBGEBGTTGA
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TG CTATGBT GT - - = - - - s - s - e m e et Lol GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
ATTAGARTGGTTCTCTAMTACTCGGAAAAACTTACACCTACCAAAAAACCCAAACGAAGCCTCGGAACATTGGA - === -« - -« - GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
ATCECRE-------------- o] GGGTGTCGGACAACGAAGAAAAACGTTTTAAACCGACTAATATATATATA
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 2967 bp
size: 2967bp; fragments: 766; full length: 15 (>=2670.3bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



ed g 3.bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 3279bp; fragments: 763; full length: 14 (>=2951.1bp)
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TE: d 4 family 846 Before TEtrimmer 1055 bp

size: 1055bp; fragments: 710; full length: 109 (>=949.5bp)
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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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E consensus before TEtrimmer (bp)
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