Start crop Point End crop Point

1 MSA length = 956 1

AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC - = = = = = = = = - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT AIA-—CA

AAGCTGCGTCITCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC ---------- GTCGATAGACATGGTCGATCGACAGIGTCGACTCAGTGAGGACGCAGCTT -------

AAGCTGCGICCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC ---------- GT----- GACTGTCGATIGACAGTGTCGACTCAGTGAGGACGCAGCTT
ARG

AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC------ -~ - - GTCGATAGAC GTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
GIT-T.TC.TG—GTCGACACTGTCGATCGACCCTGTCTATCGAC ---------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAR---------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGCACTGTCGATCGACCCJGTCTATCGAC- - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGlJGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC------- - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
------------------------------------------------------------ GTCGATAGACATGGTCGATCGACAGTGJCGAlJTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC--------- - GT.AIAG.AIG -------------------------------------
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- -~ -~~~ - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGIAGCTT

--------------------------------------------------------------------------------------- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGEBAGCTT
-------------------------------------- Bl P2 AGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- - - - - - - - - -GTCGATAGACATGGTCGATCGACAGTGTCJACTCAGTGAGGACGCAGCTT
------------------------- TGCGTCCTCACTGAGTCGACACTJTCGATCJACCCTGTCTATCGAC- - - - - - - - - —GTCGATAGACATGGTCGATCGACAGTGTC!ICTCAGTGAGGACICAG
AAGCTGCGTCCTCACTGAITCGACACTGTCGATCGACCCTGTCTATCGAC- - - - - - - - - - GTCGATAGACAJJGGTCGATCGACAGTJTCGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCHTBMTATCGAC - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGJGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC------- - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC - = = = = = = = = = = m m o 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 o
AAGITGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTAT - - -Cx- - -« - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC--------- - GTCGATAGACATGGT_AIT.CI --------------------

ATG

A-mmmmmmm e S C/ ATACGAAG- - - - - - - - - -

AAGCTGCGTCCTCACTGAGTCJACAlTGTCGATCGACCCTJTCTATCGAC - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCT
AAGCTGCGTCCTCACTGAGTCGACEBCTGTCGATCGACCCTGTCTATCGAC - == ---=- - - GTCGATAGACATGGTCGTCGACAITGTCGACTCAGTGAGGACGCAGCTT
----------------------------------------- TCT AT CGAR - - - - - s - s s e e e el

T@TTC-TT
--@rT-T A

AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC-=-=-=-=-=-=-~--- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
GTCGATAGACATGGTCGATCG.AGTGTCGACTCAGIGAGGACGCAGCTT
GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAG.T
GTCIAIAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
GTCGATAGACATGGTCGATCGACAGTGTCGICTCAGTGAIGACGCAGCTT
GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT

> >

B3

> > > > > >

——————————————— T AAICTGCGTCCTCACTGAGTCGACAITGTCGATCGACCCTGTCTATIGAC ----------GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT

>
>

>

T AAGCTGCGTCCTIACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAI —————————— GICGATAGACATGGTCGATCGACAGTGTCGACTCAGT—AGGACGCAGCTT
THWAAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC--=-=-=-=-~-~--- GTCGATAGACATGGTCGATC.CAGTGTCGACTCAGTGAGGACGCAGCTT
THWAAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC---=-=-=-~---- ITCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAICTT

TRGT---- - THAAGCTGCGTCCTCACTGAGTCGJCACTGTCGATCGACCCTGTCTATCGAC - - - - - - - - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGAGCAGCTTA T

T AA-AT- - - - 11 TGTCTATCGAC - =----=--- GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAJGACGCAGCTT C

T AA----GTG THAAGCTGCGTCCTHACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAR- - -------- GJCGATAGACATGGTCGATCGACAGTGTCGACTCAGT - AGGACGCAGCTT T

T A-TAC- - - - TBAAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC- === == - - - - GTCGATAGACATGGTCGATCJACAGTGTCGACTCAGTGAJGACGCAGCT - - - - - - - - TEARTTITT T TTT-----
T AATATAATG AAGCTGCGTCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATCGAC - = -« -« - = - - GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGJGAGGACGCAGCTT T

T TAAAGCTGCGTCCTCACTMAGTCGACACTGTCGATCGACCCTGTCTATCGAC = - = - = - = - s - s -t m s et e f e b b oo

.

C

T

C

T AAGC————TCCTCACTGAGTCGACACTGTCGATCGACCCTGTCTATIGAI ---------- GTCGATAGACATGGTCGATIGACAGTGTIGACTCAGTGAGGACGCAGCT ---------
--------------------------- IAITCGACA.GTCGATCGAC.TGTCTATCGAC -e--------GTCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGAGGACGCAGCTT
TIAAGCTGCGTCCTCACTGAGTIGACACTGTCIi ---------------------------- ITCGATAGACATGGTCGATCGACAGTGTCGACTCAGTGA.ACGCAGCTT A

------------------------------- TCGACCCTGTCTBTCGAC - - = - = - - - - - s - s - e - e oo e L L L L L Lol
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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 956 bp
size: 956bp; fragments: 215; full length: 0 (>=860.4bp)
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ed ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0. After TEtrimmer Extended plot Blue lines are boundaries

size: 1256bp; fragments: 215; full length: 0 (>=1130.4bp)

S - fL\ 5 N o
o _|
o
—
o _|
0
— o)
X o
~ ~ O
— 2
z G =
0 o | —_ =
S o 3 - o
& i) ©
) —
[ = O
o - <% O 3
(&) (@)] (7))
o — © 0
+— (D) >
] > o | )
(&) O < [
C (&) 8 8 i
L | c ¥ No TE domain detected
= (@]
G>) (&)
Nl — pe— m
© — — o _ —
— 3V 8 _
—] N \
(=] T T T T T T (=] T T T T T T (=] T T T T T T T T T T
0 200 400 600 800 1000 1200 200 400 600 800 1000 1200 0 200 400 600 800 1000 0 200 400 600 800 1000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



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)
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