Start crop Point End crop Point

1 MSA length = 13300 1
C.TATTA-AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG - - = = = = = = - - TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGATGTTAA

———————————— AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG=-=-=-=-------TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGATGTTAA
AGTAGAGGGAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAG----- - - m s e e e e e s e e et s e s m e e e mm o e o -
--TTA AGTAGAGGGAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG=-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACTTTCTAACCTC--=-=-=-=-=-=->-=>-=-=-@--=-=-=-=--
AGTAGAGGGAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACT --=-=-=-=-=-=-=-=----
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAG---------- L e I ] R i I R I I R I I
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGATGTTAA
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGATGTTAA
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGATGTTAA
TTA-AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG - = = = = = = = = = m s o o o e o e e o e o o e e o e o o m e o e o o e o o o m oo o e mmm o - - - -
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG - = = = = = = = = = m s o o o e o e e o e o o e e o e o o m e o e o o e o o o m oo o e mmm o - - - -
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACTTTCTAACCTCGCGACACTGCTGTGAT - - - - -
AGTAGAGGTAGAAGGGGGTTTC CAGTGGAGCAGTGGAGCAGGTGG-=-=-=-=-=-=-=-~-- TCTTCGTTAGGGAAAAACT TT - === === === = s o e o e oo e o e o - - -
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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
size: 13300bp; fragments: 9896; full length: 20 (>=11970bp)

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

size: 13450bp; fragments: 9899; full length: 20 (>=12105bp)
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divergence to consensus (%)

TE: rnd_5 family 758
size: 6032bp; fragments: 6666; full length: 135 (>=5428.8bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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