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Start crop Point End crop Point

MSA length = 639
----------- CABGE IR ABR TG BB C T TCCGGTATACCGGETACCAGGACCGGTACT TBT - - - o c o m e e e
------------- TAGGCATGTTCGGTCTTCCGGTATACCGGTACCAGGACCGGTAAT T TT = = = = = = = = = m m o m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o o -
------------- TAGGCATGTTCGGTCTTCCGGTATACCGGTACCAGGACCGGTAAT TTT = = = = = = = = = m m o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o e -
------------------------ CAA--TAGGATGTTCGGTCTTCCGGTATACCGGTACCAGGACCGGTBCT TT T - - - m o m s et m oo
TATAGGCATGTTCGGTCTTCCGGTATACCGGTACCAGGACCGGTACTTTT---------- TTCATAGAAGAGAATGTTGGACAAGAAATCAAGAATATGCCGGAAATGTGA

TAI——TAGGCATGTTCGGTCTTCC GTATACCGGTACCAGGACCGGTACT TTT = = = = = = = = m m m mm mm e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
CAA - —TAGGCATGTTCGGTCTTCI!GTATACCGGTACCAGGACCGATACTTTT ------------------------------------------------------------
----------------------- TTA--TAGGCATGTTCGGTCTTCCGGTATACCGGTACAGGACCGGTACT TT T - o m o m o m o m o m ot n oo
TTA--TAGGCATGTTCGGTCTTCCGGTATACCGGTACCAGGACHGATACTTTT
TAATATAGGCATGTTCGGTCTTCCGGTATCCGGTACCAGGACCGGTACTTTT
------------- TAGGCATGTTCGTCTTCCGGTATACCGGTAC------------TTTT
TIT-AICTATCTAGGCATGTTCI!TCTTCCGGTATACCGITACCAIGACCGGTACTTTT
----------------- TAGGCATGTTCGGTCTTCCGGTATACCGGTACCAGGACCGATAATTTT
GIT.CIT-AITAATATAGGCATGTTCGGTCTTCCIGTATACCGGTACCAGGACCGATACITTT
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size: 639bp; fragments: 33400; full length: 1 (>=575.1bp)
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fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 1088bp; fragments: 30785; full length: 0 (>=979.2bp)
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TE: rnd_4 family 365
size: 300bp; fragments: 234; full length: 29 (>=270bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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