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1 MSA length = 6974 1

T TTT AT TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=---=--- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TTAAATATTTAT.T

T TTT -AT TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=--=---- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TI— --TAAT------

THABGEAGE - - - - - - - - ------------------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=---=--- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA

T TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=--=---- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAICAGAGAAAACTAACCTCCA

T TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=--=---- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACT-CTCIA

T AGTA TAAAT - - - TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=------ TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA

T - - —A!‘TIAAT ——————————————— TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=------ TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA

TG AN AR - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA--=-=-=--~---- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
T-TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA —————————— TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA

-------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA----------TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TT---TAATT-T
- -GBGTTA 1GAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA -« -« -« -~ - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TT---TAATT-T
-------------------------------------------------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA----------TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA e
Bl TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA- - = - - - - - - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
-------------------------------------------------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA----------TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA Ce -
ATT-[rTTAAATTA TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - == - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCAIGEME - - - - - - - - - - - - = - o s oo m oo oo oo oo o i e oie oo oo
ATT-TTTTAAATTAA - - TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - ==~ - == - - TAGAAGCTTCTCGT-CAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TTA--TBAT------
- - TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - -~~~ == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA TABATATTTT
- - TGAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - -~~~ == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTHcA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - == - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTICA
------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA----------TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
BREE  GAACAGTTTAATATGTATTCATTTTTGTTTTACACCTGCCCACGTATTA- - - -« - - - - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
-------------------------------------- TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA----------TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
TGAACATTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - - - - - - - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAICAGAGAAAACTAACCTCCA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - - - - - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAICAGAGAAAACTAACCTCCA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - == - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - == - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
- —TTTCAIATGA—-TTTIA.—T-TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA ---------- TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - == - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTcA
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - - - - == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAJAGAAAACTAffcCTCCA
TGAACAGTTTAATATGTATTCATTTTTGT T TTACACCTGCCCACGTAT TA - = = = = = = = = & & o & m & o oo oo oo oo oo o o oo oo oot o oo oo oo oo o o o e oo e e oo o oo e o e oo oo oo oo
TGAACAGTTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - ==~ == - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA
TGAACATTTAATTTGTATTCATTTTTGTTTTACACCTGCCCACGTATTA - - - - -« - - - TAGAAGCTTCTCGTCCAAGCCTTTTTGGAAGCAGAGAAAACTAACCTCCA

------ TRTTAAAT - - -
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| ufbed g 2.bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 7274bp; fragments: 206; full length: 27 (>=6546.6bp)

3
= | 8_/
o
5 ~
S -
o
=)
o || Q|
—_ © o)
(=]
< =5
9 24 237
(7)) o
= T g 5
0 € - 8
c = 8
((b) O <
3 ) &
O o | E 0
e 9 3 3
(D] o -
o N c O
8 Uv L'—,_,_'_HH—l_h_'—u_r'_u\_lummu—n_l—'_er'_n_‘_'_r 800
L < _ Z No TE domain detected
o I
() O O |
> w S
T 10 o | —
N
o
o |
o
[ E— —
o I | o o

I I I I I I I I I I I I I I I I I I I I I I I I I I I I
0 1000 2000 3000 4000 5000 6000 7000 1000 2000 3000 4000 5000 6000 7000 0 1000 2000 3000 4000 5000 6000 7000 0 1000 2000 3000 4000 5000 6000 7000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



divergence to consensus (%)

TE: Itr_1 family 438

size: 9868bp; fragments: 161; full length: 0 (>=8881.2bp)
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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)

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