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1 MSA length = 931 1

TAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT == =-===-=-=--- TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTACTATATCT
TAGAIATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT —————————— TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTACTA-----
TGATTCCTAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT - -=-=-==-=-=--- TCGGAATAGGTACATTGAAAAICTATTCIGTAACATCTCTA— --TGTAAT
—————————————————————————————————————————————————— TAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT == =-===-=-=-- —TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTAITATATAAT
————— TAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT - =-=-=-=------TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA - - - === -~

GTATGCCITAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT —————————— TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTAI ——————————————————————————————————————————————————————————
TTATGA- - - —AIAGAIG-C —————— ACCGGACCTATTCCGACGGAATAGGTATCAGT - =-=-=-=-=-=-=--- TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTACTTTATAAT
C.TAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT —————————— TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTAC-------
——————————————————————————————————————————————————— IATCIGT— ---------TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA---TATAAT
ATGCT.TAGAGATGTTACGATGGAACCGGACCTATTCCGACGGAATAGGTATCAGT —————————— TCGGAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTACTA-----

TTATGC -




End crcip Point
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 931 bp

size: 931bp; fragments: 415; full length: 32 (>=837.9bp)
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fastab.bed ufbed g 4.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 1231bp; fragments: 412; full length: 0 (>=1107.9bp)
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divergence to consensus (%)

TE: rnd_5 family 755
size: 911bp; fragments: 520; full length: 32 (>=819.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

ORF3

ORF2

ORF1

PIGO_PIGG

)

ORF4

Bl ORFs
B PFAM domains

ORF5

200

400

600

800




[E consensus before TEtrimmer (bp)

Dotplot

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