Start crop Point

MSA length = 4256

AAIATTT CHBT TG G T TCATCRGIG T T C - - - - - - - - oo o oo oo o e e oo e oo TAGA
TATATTT L BE LB L TS TAGA
------------------- C TGCACT TG THTT GGGGCTARGGTCTGT|CTTJATCCAATTGGCGTAAAGCTGAACGGAGAAG- - - - - - - - - - TAGA
TIRRATT T TTTATT T T TT - ARA - - - - - - - - - o oo oo TAGA

THTHTEARGGTT - - - - - - - - - m oo - THABGG - - - - -~ = = = = = = & o & oo f oo e e e e TAGA

R L L X T Y TAGA

THTHTEA AGGGGCTAGGGTCTGTTCTTTAT|IAATTGGCGTAAAGCTGAACGGAGAAR---------- TAHA

THTHTET AGIIGGCTAGGGTCTGTTCTTTATCCAATTGGCGTAAAGCTJAACGGAGAAG- - - - - - - - - - TAGA

TETHTHA TGTATCTGAGTTT--- - - - GGGGCTAGGGTCTGTTCTTTATCAATTGGCGTAAAGCTGAACGGAGAAG- - - - - - - - - - TAGA

T cea TTTATTT T -BEREA - - - - - - - - - TAGA

--------- TRTHTEA - - - - -AGGGGCTAGGGTCTJTTCTTTATCCAATTGGCGTAAAGCTGAACGGAGAAR- - - -------TAGA
----------- THTECEA AGGGGCTAGGGTCTGTTTTTATCCAATTGGCGTAAAGCTGAACGGATAG- - - - - - - - - - TAGA
THA TRARBA - - - - - - - - - o e TAGA

THA ITlGGGGCTAGGGTCTGTTCTTTATCCAATTGGCGTAAAGCTGAACGGAGTAG ---------- TAGA

End crop Point

TIITT

TATTT

AAAATAAAIGT
AA-ATAAACATT

CTGAAAAGGTCGCAGTIGAACAGGCCAGTAGICACCTCGHAATITIAT.AA
CTGAAAAGGTCGCAGTGGAAJAGGCCAGTAGCCACCTCGAARAATCTAT - -CTA
CTGAAAAJGTCGCAGTGGAACAGGCCAGTAGCBACCTCGAAGAATJTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCJAAGAATCTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAT--CTA
CTGAAAIGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAT
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCACCTCGAAGAAITAATCTAA
CTGAAAAGTCJcAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAATCTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAATTAA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAT--CTA
CTGAAAAGGTCGCAGTGGAACAGGCCAGTAGCCACCTCJAAGAATCTAATCTAA

- - TATHEAA - GTTIECAAA
---------- TTAMCAAA
TAAATATA
TATATARAARAGATART

AA-GTAAACATA

AAAATEIGACATA
AA - ARAAATATA

4 4 4 4 4 4 4 -4 < -
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i fm_1.bed 0 0 n.bed g_1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl.fa After TEtrimmer 4256 bp

size: 4256bp; fragments: 12291; full length: 0 (>=3830.4bp)
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g _3.bed fm _1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.
size: 4593bp; fragments: 11840; full length: 0 (>=4133.7bp)
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divergence to consensus (%)

TE: rnd_1 family 93

size: 1412bp; fragments: 12810; full length: 263 (>=1270.8bp)
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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)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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