Start crop Point End crop Point

1 MSA length = 858 1

THWAAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC--=-=-=-=-~---- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCA--=----
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCIACCCTGTCTATCGAC —————————— GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA-
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC-=-=-=-=-=-=-=--- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA--=-=-=-=-~---

----------------------------------------- THTATCGAC----------GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGJACGCAGCTTAA- - - - - - - -
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- - ---=--- - - GTCGATAGACATGGTCGATGACAGTGTCGACTCAGTGAGGACGCAGCTTA - BTGEMG
TT--TATTTATA--A AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACMCTGTCTATCGAC- - - - - -- - -- GTCGATAGACATGGTCGATCGACAGTGTCGICTCAGTGAGGACGCAGCTTA—ITGIG
----------- BraBan AAGCTGCGTICTCACTGAITCGACACTGTCGATCGAI!CTGTCTATCGAC —e--------GTCGATAGACATGGTCGATIGACAGTGIICGACTCAGTGAGGACGCAGC T T TA - = = = = = = = == = mm oo e o e o e o i e oo e o e oo s
.ATGAAATT—ATAAAA.AA AAGC - - - —TCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATIGAI ---------- GTCGATAGACATGGTCGATIGACAGTG!IGACTCAGTGAGGACGCAGCTTA—IC-G

------------------------------- AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC----------GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTT-----=---
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC - = -« -« -« - - Bl TCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAcTTTATG

TTommmm e e e e e o s AAGCTGCGTCCTIACTGAITCIACACTGTCGATCGACCCTGTCTATCGAC ---------- GTCIAIAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA— G
TTACTITTCATAAAA -------------------------------- TCGACCCTGTCTATCGAC - === - - == - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAIGACGCAGCTTA— ------
TE------- ATR- - - AARBA AAJCTGCGTCCTCACTGAGTCGACARTGTCGATCGACCCTGTCTATGAC - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA -[TG- - - - - - oo e e oo e e e e oo -

----------------------------------------------------------------------------------------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCA - - - - - -

TTAAAAGTCATAAABAAGAT TTTTAG T BARAT - - - - - - - - - - - AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- -~ - -~ - - GTCGATAGACATGGTCGATCJACAGTGTCGACTCAGTGAJJGACGCAGCTTA -

TT------- ACA - - —AII— - —-GTCCICAC.AITCGACA.GTCGATCGAC.TGTCTATCGAC ---------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA

------------------------------------------------------------------------------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTIA- - - - - - - -

TTAAAABBCHTAAGA - - CETEATTTTA TH- - - - - - - AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC-- - - -~ - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGJGAGGACGCAGCTTA -

- -AAAATTCATAAAARBAAA AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- - - - - -~ - - GTCGATAGACATGGTCGATCJJCAGTGTCGACTCAGTGAGGACGCAGCTTTA

----------------- A-AA AAGCTGCGTCCTACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAR----------GJCGATAGACATGGTCGATCGACAGTGTCGACTCAGT - AGGACGCAGCTTA-
--------------------------- AAGCTGCGTCCTCACTGAGTCGACACTITCGATCIACCCTGTCTATCGAC——————————GTCGATAGACATGGTCGATCGACAGTGTCGICTCAGTGAGGACICA——————

THccAATTTARAAGEAAA AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTG-CTATCGAC--------- - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTT -

- -AAAATTCACAAAA-AAA- - - - AAGCTGCG=- - - - - - CTGAGTCGACACTGTCGATCGACBCTGTCTATCGAC- - - ------- BT CGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACJCAGCTTTA- - - - - - - -

- - AAAATTCATAAAA - AAA - - AAGCTGCGTCCTCACTGAGTCGACACTITCGATCGACICTGICTATCGAC ---------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGIACGCAGET - - - - - - o c e e
AAGCTGCGTCCTCACTGAGTCGJCACTGTCGATCGACCCTGTCTATCGAC- - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGAJGCAGCTTAA
------------------------------------------------------------ GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTAA
----------------------------------------- BCTATCGAC----------GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTIA
------------------------------------------------------------ GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTTA -
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- - - - -~ - - GT-TIGA-G. -------------------------------------
AAGCTGCGTCCTCACTIMAGTCGACACTGTCGATCGACCCTGTCTATCGAC - = - = - o - o s s o s o sttt f oo oo
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC - - === =~ - - - GTCGATAGACATGGTCGATCGACAGTGTCIRACTCAGTGAGGACGCAGCT TT - - = - - - o w s s ot o c ot e oo ool
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- - - - -~ - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCA - - - - - -

AAGCTGCGTCCTIACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAI —————————— GICGATAGACATGGTCGATCGACAGTGTCGACTCAGT—AGGACGCAGCTTA—
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ed _fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl. After TEtrimmer 858 bp
size: 858bp; fragments: 215; full length: 0 (>=772.2bp)
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ed ufbed g 2.bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0. After TEtrimmer Extended plot Blue lines are boundaries
size: 1158bp; fragments: 222; full length: 0 (>=1042.2bp)
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TE: rnd_5 family 13653

size: 728bp; fragments: 181; full length: 5 (>=655.2bp)
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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)

Dotplot

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

600
500
400

300

200 ////

100 /42£;,/i:/ /46227
77 7

0 | | | | | | | |
0 100 200 300 400 500 600 700 800

TE consensus after TEtrimmer (bp)



