Start crop Point End crop Point

1 MSA length = 6015 1

TGTTAGATGATAAGAAT T T TATAATTTATATCAAGATGTTAAAAATCAC - - = - - - = - - - AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGABAGATTACA TTTAAT - AAAATAAAT - - -TTC A
TGTTAGATGATAAGAATTITTATAATTTATATCAAGATGTTAAAAATCAC ---------- AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGAIAGATTACA TTTAAT - AAAATAAAT - - -TTC A
------------------------------------------------------------ AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA T
TGTTAGATGATAAGGATTTTATAATTTATATCAAGATGTTAAAAATCAC- - - - - - - - - - AAACGGACTCAAATCAITTTGTATTATACAGTCCACTTAGATAGATTACA A
------------------------------------------------------------ AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA T
------------------------------------------------------------ AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTICA T
TGTTAGATGATAAGGTTJTTTATAATTTAGATCAAGATGTATAAAATCAC- - - - - - - - - - AAABGGACTCAAITCAATTTGTATTATACAGTCCACTTAGATAGATTACA TlAACTTARTC T
TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC - - - - - - = - - - AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA TTTTAAR- AAGATAAATTTATTT T
TGTTAGATGATAAGGTTJTTTATAATTTAGATCAAGATGTATAAAATCAC- - - - - - - - - - AAACGGACTCAAATCAATTTJTATTATACAGTCCACTTAGATAGATTACA TTTAATG- - - - - AATTTATIRT T

TTTTA.TAAIATA T---TTT A

CTTAAAR- - - - - - - TGTTAGATGATAAGGATTTTTATAATTTATATCAAGATGTTAAAAATCAC - - - - - - = - - - AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA
AT—- IA“CCTAATAA.TAT TGTTAGATGATAAGGATTTTTATAATTTATATCAAGATGTTAAAAATCAC - - - - - - = - - - AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGAJAGATTACA
-------------------------------------- TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC----------AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA e e e e - - -TTATTT
CTTIATAAAATITAATT TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC - - - - - - = - - - AAACGGACTCAAATCAITTTGTATTATACAGTCCACTTAGATAGATTACA TCTTAATTAAAﬁ.ACTlﬁT.T
TT.AAITAGA A T

CCTAATARA - -ATAATT TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=---=--- AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA ACTTETTT
-TGCAAARRAATATA----- - TGTTAGATGATAAGGTTTTTTATAAT T TAGATCAAGATGTATAAAAT CAC - - - - = - = s o m s e o s o e o o o e o o o o o e o e o o o e o o e o o o o o o e o o o o o m e o o m o o e o o m o oo e o o e o oo o m e o o o oo o o oo o oo m o oo oo o oo oo m o - o - o -
—————————— CCGAAT AAITATAAITA TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC----------AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA TCTTAATTAAAA-AAATTTATET

——————— AAATIT— ---A TGTTAGATGATAAGGTTITTTATAATTTAGATCAAGATGTATAAAATCAC - - - - - —AAACGGACTCAAATCAITTTGTATTATACAGTCCACTTAGATAGATTACA
CTTAATAAAATATAATCA TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=--=-=--- AAACGGACTCAAATCA TTIGTATTATACAGTCCACTTAGATAGATTACA —————————
———————————————————————————————————————————————————————————— AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA
TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=-=--=--- AAACGGACTCAAATCAATTTITATTATACAGTCCACTTAGATAIATTACA ————————————————
TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=--=-=--- AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA AGGTTAIAT T
TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=---=--- AAACGGACTCAAATCA-TTTGTATTATACAGTCCACTTAGATAGATTACA AAT.A.A.TTTTIATG.ATTAAATT
TGTTAGATGATAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=--=-=--- AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGAT TACAR - ----- "= - === - & & & & e e o oo e e o e e o o e e o e e o - - - -
TGTTAGATGATAAGGATTTTTATAATTTATATCAAGATGTTAAAAATCAC---=-=--=-=--- AAACGEACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA
TGTTAGATGATAAGGTTTTTTATAATTTATATCAAIATGTTAAAAATCAC —————————— AAACI!ACTCAAATCAATTTGTATTATA ———————————————————————————
CTTAATAAAATAIA— --- TGTTAGATGATAAGGTTITTTATAATTTAGATCAAGATGTATAAAATCAC —————————— AAACGGACTCAAATCAITTTGTATTATACAGTCCACTTAGATAGATTACA
CTTAATAAAATATAATCA TGTTAGATGATAAGGTTTTTTATAAT T TAGATCAAGATGTATAAAAT CAC - - - = = - = 5 o - s o m e o o o e o e e o o e e o o e o o e o e e o o o o e o o e o oo e oo - o - - -
—————————————————— TGTTAGAT - -TAAGGTTTTTTATAATTTAGATCAAGATGTATAAAATCAC---=-=----- —AAACGGACTCAAATCAATTTGTATTATACAGTCCACTT-TAGAITACA
————————————————————————————————————————— TGTTAGATGATAAGAATTTTTATAATTTATATCAAGATGTTAAAAATCAC----------AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA
AAACGGACTCAAATCAATTTGTATTATACIGTCCACTTAGATAGATTACA
AAACGGACTCAAATCAITTTGTATTATACAGTCCACTTAGATAGATTACA
AAACGGACTCAAATCAATTTGTATTATACAGTCCACTTAGATAGATTACA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 6015 bp

size: 6015bp; fragments: 291; full length: 26 (>=5413.5bp)

S
o o
< = 3V
w =
o _
_ S
9' —~ ©
< =)
> - o
vﬂ— N’
-
3 o _ o 8 |
7)) (o] Q_O
c ~ —_ <
) o (@]
N @] ©
C ) — t
(@) Q 5 L o
OO_ — %)co_ 0)8_
o - — Ny ™
S S 5
c )
) R 0w S No TE domain detected
(@) ] C o7
— . _ O
G>) — = o
o L= — =
. 3 1 |_c:>
] o _|
— o
= — —] ot
= 5 MW%
O T T T T T T o /

I I I I I I I I I I I I I I I
1000 2000 3000 4000 5000 6000 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)

o



1 uf.bed g 2.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bc

divergence to consensus (%)
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size: 6320bp; fragments: 283; full length: 25 (>=5688bp)
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size: 7909bp; fragments: 825; full length: 1 (>=7118.1bp)

TE: Itr_1 family 679
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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)

(windowsize = 25, threshold = 50.00 09/10/25)
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