End crop Point

Start crop Point
MSA length = 875 1
.TTAAGCTGGCAACGGACGACGAGCGATAATATAATATATATTATAGCTATGT —————————— TATAAGATATAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT THMGTAT
——————— AAGCCGGCAACGGACGACGIGCGATAATATAATATATATTATAGCTATGT— ---------TATAAGATATAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT
TAAAGCCGGCAACGGACGACGAGCGATAATATAATATATATTATAGCTATGT - - - =-=-=----- TATAAGATATAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTTAANGE EGAAGE -EGEA \BEBGC T TAGE - - - - ------ - -

TAAAGCCGGCAACGGACGACGAGCGATAATATAATATATATTATAGCTATGT - =-=-=-=-=-=-=--- TATAAGATATAATATATATTATAITATCGCTCGTCGTCCGTTGCCGGCTT

Tem--- TT
TGTTAC TEAAARTA,ACEA TTT-------WEATA----------o-- CCABTTCECABAATETATTETABABTATAGCTATGT - - oo - - TATAAGATATAATETATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT
- -TTAT TTETE T ABATATT - CGAMGCIRE TR - - - - - - - - - - - - - - o oo e TATAAGATATAATATATATTATATTTCGCTCGTGTCCGTTGCCGGCTT
TclTHC TT T!-CT-A.GGACGACGAGCGATAATATAATATATATTATAGCTATGT -------------- AGATATAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT
-------------------------------------- TTAAGCCGGCAACGGACGACGAGCGATAATATAATATATATTATAGCTATGT - - - - -----TATAAGATTAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT

TAAAGCC- - - -ACGGACGACGAGCGATAATATAATATATATTATAGCTATGT - =-=-=-=-=-=-~-- - TATAAGATATAATATATITTATATTATCGCTCGTCGTCCGTTGCCGGCTT
TTAAGCTG.AACGGACGACGAGCGATAATATAATATA ———————— CTATGT---------- TATAAGATATAATATATATTATATTATCGCTCGECGTCCGTTGCCGGCTT

T--TAT ATATTTCGATTGT -

> > > > > > > > > > > > D>

TGTTAT ATATTTCGARJTGT
------------------------------------------------------------------------------ TATAAGATATAATATATATTATATTATCGCTGTIRGTICG THGHGET
AAAGCCGGCAACGGACJACGAGCGATAATATAATATATATTATAGCTATGT - -« - - - - - - - TATAAGATATAATATATATTATATTATCGCTCGTIRGTCCGTTGCCGGCTT
TAAAGCCGGCAACGGACGACGAGCGATAATATAATATATATTATAGCTATGT == ------ - - TATAAGATATAATATATATTATATTATCGCTCGTCGTCCGTTGCCGGCTT

------------------------------------------------------------ TATAAGBTATAATATATATTATATTATHGCTRGTCG -« -« - v o v am e
-------------------------------------------------------------------------------------------------------------- TATAAGATATAATATATATTATATTATCGCTCGTCGTCCGTTGcflecTT

TTIAICTGGCAACGGACGACGAGCGATAATATAATATATATTATAGITATGT —————————— TATAAGATATAATATATATTATATTATIGCTCGTCGTCCGTTGCCGGCTT
TAAAGCCGGCAACGIACGACGAGCGATAATATAATATATATTATAGCTATGT —————————— TATIAGATATAATATATATTATATIATCGCTCGTCGTCCGTTGCCGGCTT



u

e I HEI RIE T EL ¥
0 AT Y B2 O M EZ P ! |
400 o0

———————— =




2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 875 bp
size: 875bp; fragments: 225; full length: 6 (>=787.5bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1186bp; fragments: 223; full length: 0 (>=1067.4bp)
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TE: rnd_5 family 4084
size: 712bp; fragments: 223; full length: 18 (>=640.8bp)
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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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[E consensus before TEtrimmer (bp)

700

Dotplot

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

600 yd
/
500 /
400 / /
Y . )
V4

200 / /
100 // /

/ v 4 V4

TE consensus after TEtrimmer (bp)




