Start crop Point End crop Point

1 MSA length = 793 1

---------- - - AATAGTTATTTTTGTATCTHGTGCGCGAAGTGCTA - = - = - & - s - s -t ot ot et et ot oo oo
---------- -WAATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- - -~ -~ - - - -CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAG- - - - - - - - - - -
---------- - -AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- - -~ ------CTATCAATTCGCGAAJICTTGTCATTTTTTGACGTTTGTAGAAAAAG- - - - - - - - - - -
---------- - -AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- - -~ ------CTATCAATTCGCGAACCTTGTCATTTTTTGARTTTGTAGAAAAAG- - - - - - - - - - -

AATAGTTATTTTT-TATCTAGTGCGCGAAGTGCTA - - - - - = = - s s o s e e o m e o e o o o e o m e o o e o o e o o o o m e o e o oo e o e o o m oo e oo m oo m - - -
——————————————————————————————————————————————————————— AATAGTTATTTTTGTATCTAGTGCGCIAAGTGCTA——————————CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAA———————————
——————————————— AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA
AATAGTTATTT TTGTATCTAGTGCGCGAAGTGCTA - - - - - m m cc s o o e oo o ot e oo o o ot e e oo o o m e oo oo e o m o oo oo o e oo o o e oo o o e o e oo o e o e e o e o e e s e s s e e s e mmeees e mmmme s
AATAGTTATTTTTGTATCTAGTG GCGAAITGCTA
AATAGTTATTTTTGTATCTAGTGERGCGAAGTGCTA
AATAGTTATTTTTGTATCTAGTGHRGCGAAGTGCTA
AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA
AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA
AATAGTTATTT TTGTATCTAGTGCGCGAAGTGCTA - - - - - m m cc s o o e oo o ot e oo o o ot e e oo o o m e oo oo e o m o oo oo o e oo o o e oo o o e o e oo o e o e e o e o e e s e s s e e s e mmeees e mmmme s

> > > > > >
> > > 4 > > > —

> > > > > > > >

A-AATTARATT
AfaTT-TRTT

- 4 4 -4 4 4 - -

4 0 0 0 44 4460 4440

> > > > > > > > > > > > >

A
A AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- - == -- - - - CTATCAATTJGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAATTTTTAAACTETEA A A A
A AATIGTTATTTTTGTATCTAGTGCGCGAAGTGCT A= < = = - = - = - oo o st oottt oo A A A A
A AATAGTTATTTTTGTATCTAGTGCGCGAAGT G T A= - = = = = = = = = = o s m s o e m e m e m e e o e ot ettt ettt o oo oo oo oo momomo o om s A A A A
A AATAGTTATTTTTGTATCIAGTGCGCGAAGTGCTA - < - = - - s - s f st et oL oo oo A A A A
A AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- =~ -=-- - CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAA - - = - = - = - - - - A A A A
AATAGTTATTTTTGTATCTAGTGCGCGAAGT GO TA - - = = = = = = = = = o m @ e m s m s m e m e m e o e ot ettt ottt oo oo e oo i oo oo momm o oo s A A A A
------- AATAGTTATTTTTGTATCTAGTGCGCGJAGTGCTA- - - -~ ----CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAA - - - - - - - - - - - A A A A
AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA- - == -- - - - CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAATTTTTTHAACTTHA A A
--------------------------------------- Bl AT AR T AAGTGCTA- - - - - - - - - -CTATCAATTCGCJAACCTTGTCATTTTTTGACGTTTGTAGAAAAAA - - - - TTAAACT - - HIA T
--------- AATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA----------CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAA - - - = - = - = - - - A A
----------------------------------------------------------------- CTATCAATTCGCGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAATTTT---- - - - A T
THBAGE - - TBAATAGTTATTTTTETATCTAGTGCGCGABGTGCTA- - -« -« - - - - CTATCAATTCGCGAACCTTGTCAT|TTTTGACGTTTGTAGBAAAAATTTT - - - - ACTHT
----------------------------------------------------------------- CTATCAATTCGJGAACCTTGTCATTTTTTGACGTTTGTAGAAAAAATTTT- - - - - - -[@T

-------------------------------------------------------------------------------------------- N i T ol
ABAATAGTTATTTTTGTATCTAGTGCGCGAAGTGCTA - - = - = - -« s« s - s oo s e s oo Lo



rop Point
1

W\MW Hh

|
I .
T —

BT el "l" H| ?:_ii _ i J TR
L L l|:2ﬂ:|:"|ml| i i | A1 I Il ‘ - Lt M( !’I; r:l “|[ _:I.l [III : .|.| |

JT)| .
IJIJI I| | [




1.bed_fm_1.bed 0 0 _n.bed_g_1.bed fm 2.bed_0 0 _bcln.fa_aln.fa After TEtrimmer 793 bp
size: 793bp; fragments: 1134; full length: 1 (>=713.7bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1112bp; fragments: 965; full length: 0 (>=1000.8bp)
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TE: rnd_5 family 3994

size: 363bp; fragments: 568; full length: 17 (>=326.7bp)
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After 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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