Start crop Point End crop Point

1 MSA length = 14405 1
ABGT TTETAATGAAAATGIMAAAT TG TATCIT TOAA - - - - - - - - oot Lol
---------------------------------------------------------------------------------------------------------------------------------------------------- TRARABE B TECT TEBcABCBcBACCTTCTATEECHCABCE TREECTAT
---------------------------------------------------------------------------------------------------------------------------------------------------- TEER R TATARBTAGGAAARAACHT TITRACliGGCBARARCARCTET
------------------------------------- TTGGAACTTAAAAGCGAAAACTTATGATGAACCCTGCAAATAATGAAAGT C - - = = = = = = = = = = = & s m e o e o e o e o e o et e o et e o et et e o o ottt ot ot ot ot o et e b b f e et e e e e e oo
ACATTTGTAATGGAAACAGAAATTAGATATCATGTAATTGGAACTTAAAAGCGAAAACTTATGATGAACCCTGCAAATAATGAAAGT C - = = = = = = = = @ & o & o o o o o o oo b oo b oo f o m ot f ot f o et e o ettt et et et e e et e ottt m et e e et et e e e e e oo e oo e oo oo oo
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAA - = - = = = = o oo e oo oo e o oo e o e e oo mm e -
ACATTTGTAATGGAAACAGAAATTAGATATCATGTAATTGGAACTTAAAAGCGAAAACTTATGATGAACCCTGCAAATAATGAAAGT C - = = = = = = = = & = & o o o o o o oo oo o b oo b b o f ot f o e o et e o e et et ettt e o et et e f e e ettt e et oo oo oo oo e oo ee e oo
GCATTAGTTATGGAAACAGGATCTAGATATCACGTAAATGGTCCTTGAAATCGAAAACTTACTATTAACCCGGCAAATAATGAAAATC - = = = = = = = = & & o oo o oo o o o o o o e oo b o oo bt o o et e o e o et e et et ettt e ot o et e e et et e et et oo e e e o e e e oo oo e oo
GCATTAGTTATGGAAACAGGATCTAGATATCACGTAAATGGTCCTTGAAATCGAAAACTTACTATTAACCCGGCAAATAATGAAAATC - = = = = = = = = @ & & o o o o o o o o o o o b oo e o oo f ot f o f f et f f et et e o et e ot o e o e f e et e oot et e oot e e o oo e oo oo
ACATTTGTAATGGAAACAGAAATTAGATATCATGTAATTGGAACTTAAAAGCGAAAACT TATGATGAACCCTGCAAATAATGAAAGT C - = = = = = = = = = & o & & o o o oo o o o b o b oo b o b o f ot b o et e o m o et et e o ettt e o e ot ot et e e o e et e e e et e e oo e oo e ee oo
ARATTTGTAATGAAATCAGAAATTAGABATIRATTCRBAT TBBAACT TAGEAGEGAAAATETATGABGCEECCRTGCARAT AR TAAT G - - - - - - - - - - -l
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAAAGAGAATCTTGTAACGTGGAAGATCACCTAAG
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACT = = = = = = = = s m o m o e e oo oo oo e o e o mo e mm e s
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAAAGAGAATCTTGTAACGTGGAAGATCACCTAAG
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAAAGAGAATCTTGTAACGTGGAAGATCACCTAAG
-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAAAGAGAATCTTGTAACGTGGAAGATCACCTAAG

-------------------------------------------------------------------------------------------------- GAGAGGTAGACACTTTGTTCACTGGGTAGTTGAGGTGGATCCTGACACCAGAAGAGATATACTCAGAAAGAGAATCTTGTAACGTGGAAGATCACCTAAG
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

size: 14405bp; fragments: 1047; full length: 0 (>=12964.5bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 14654bp; fragments: 1047; full length: 0 (>=13188.6bp)

divergence to consensus (%)
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divergence to consensus (%)

TE: Itr_1 family 225

size: 263bp; fragments: 135; full length: 93 (>=236.7bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 09/10/25)
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