Start crop Point End crop Point

1 MSA length = 21449 1
------------------------------------------------------------------------------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGGAAAGTTTTCTC
------------------------------------------------------------------------------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGGAAAGTTTTCTC
AAGAATCATACTTCTTCCTAAACTGCTGATGGACACATGCCATCCAGTTCAAAAGGACCCAGCCAGAAG---------- ATIGACACATGCCATCCAGTTCAAAAGGACCCAITCIGI -----------
--------------- I
------------------------------------------------------------------------------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGGAAAGTTTTCTC
AAGAATCATACTTCTTCCTAAACTGCTGATGGACACATGCCATCCAGTTCAAAAGGACCCAGC CAGAAG - - = = = - - - - oo o s s e oo o e o o et oo oo
------------------------------------------------------------------------------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGGAAAGTTTTCTC
AAGAATCATACTTCTTCCTAAACTGCTGATGGACACATGCCATCCAGTTCAAAAGGACCCAGCCAGAAG---------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGG----=-------
------------------- AAACTGCTGATGGACACATGCCATCCAGTTCAAAAGGACCCAGCCAGAAG - = = = = = & & o o o o e o o o o o bt o o o e o f o ff i e e e oo i iie e oo
AATAAAT CAAT T TCT TCC T - - - - - - - e o o e e o o o o e e oo e oo oo oo I ------------------------------------------------------------
------------------------------------------------------------------------------- ATGGACACATGCCATCCAGTTCAAAAGGACCCAGTCAGGAAAGTTTTCTC
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divergence to consensus (%)

TE: mnd_4 family_588 Before TEtrimmer 625 bp

size: 625bp; fragments: 24743; full length: 18599 (>=562.5bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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Dotplot

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