Start crop Point End crop Point

MSA length = 1503 1
—TAATTTA‘AAAITrAGGTATTCACG CTTEIACAAGGAAAGAGAGGGGACAGCTAACACGIATATTCTC ---------- CITCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTCTTICCTTGTCTAAG A
GTETTAA GAAGT AAGITATITAAA CTT GACAAGGAAAGAGAGGGGAIAGCTAIiACGCATATTCTC ---------- CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCIiTTTCCTTGTCTAAG A
cTil--------------- GEBCATTC- - -BCTTAGACAAGGAAAGAGAGGGGACAGCTAABACGCATATTCTC- - - ------ - CCTCACTTTCAGCTGCCGTGTTACCTGTCCCTCTTTTCCTTGTCTAAG
TTT AAGATARAA - - - - - - - - - CTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCATATTCTC-----=-- - - CCTCACTTTCAGCTCCGTGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG
----------- TT CAAATTEAA- - --- - - - - -BCTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCATATTCTC----------CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTCTTTCCTTGTCTAA
---------------------------- TAAIATA CAAITT AA- - - - oo oo - CTTIGACIA.AIAIA-GGGACAGCTAAIACGCATATIiTI— e - CCTCACTTTCAGCTGCCGTGTTACCTITCCCCTCTCTTTCCTTGTCTAAG
CTAA- - = = s e e e e e e e e e e CTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCATATTITC---------- CCTCACTTTCAGCTGCCTGTTACCTGTCCCCTTCTTTCCTTGTCTAAG
-------------------- GTATT----BCTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCABATTCTC----------CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG
------------------------------- CTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCAIATTCTC——————————CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTCTTTCITTGTCTAAG
- —TTTAIAGGITTIAA ---------- CTTAGACAAIGAAAGAGAGGGGACAGCTA.ACGCATATTC. ---------- CCTCACTTTCAGCTGCCGIGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG
CTAATTAGICAGATARAAIGTATTCAAABCTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCATATTCTC- - - - - - - - - - CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTTTTCCTTGTCTAAG
------------------- GGCGTC- - -JCTTAGACAAGAAAGAGAGGGGACAGCTAACACGCATATTCT[f----------CCTCACTTTCAGCTGCCGTGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG
- -TIHA A CcAATTTRA - - - - - - - - - - - CTIAGACAAGGAAAGAGAGGGGACAGITAACACGCATATTCTC ---------- CITCACTTTCAGCTGCCITGTTACCTGTCCCCTCICTTICCTTITITAAG
CTAAATGEMCAATGARAA - - - - - - - TAABICTTAGACAAGGAAAGARJAGGGGACAGCTAACACGCATATTCTC- - -« - - - - - - CBlTCACTTTCAGCTGCCHTGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG
------- TABTAAABBCAAAT AIGGTGT——AAAICTTAGACAAGGAAAGAGAGGGGACAGCTAACACGIATATTCTC——————————CCTCACTTTCAGCTGICGTGTTACCTGTCCCCTCTCTTTCCTTGTCTAAG

————————————————————————————————————— CTTAGACAAGGAAAGAGAGGGGACAGCTAACACGCATA---TC-=-=-=-=-=-=-=--- CCTCACTTTCAGCTGCCGTGTTACCIGTCCCCTCTCTTTCCTTGTCTAAG TCTTGTAAA
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3.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 1503 bp

size: 1503bp; fragments: 9379; full length: 29 (>=1352.7bp)
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)ed g 3.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1803bp; fragments: 9376; full length: 0 (>=1622.7bp)

divergence to consensus (%)
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TE: md_5. family 2659 Before TEtrimmer 931 bp
size: 931bp; fragments: 2457; full length: 194 (>=837.9bp)
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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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Dotplot

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