Start crop Point End crop Point

1 MSA length = 3174

TTTTAGTATTGAAAATACTTCTGGICGCGTTTATATGGGACCCATCTTTG ---------- TTCAATACGCCTATGATGGTTGCICATGTTGCAAAATCTGTGAATTTTT—TAITTTTIA-ATTTTAA.ATT.ATCTIATAACAIAITAITITTTGT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGABGGTTGCGCATGTTGCAAAATCTGTGAAT T TTT T - - - oo c e
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGATTTTTTA
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT- -@TTTR---------- - TAATHABTETTTA-----
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT]- - -T--TAAA-GTHEBAA - —TTITAATIAI ------ TTITT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - BT TAAA-ATTAAA- - TTATA- - - AATATTATT
------------------------------------------------------------ TTCAATACGITATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT— - - - —TTIAAIA— CAAATTTTACA - - - = m oo mm e e e oo -

AA

------------------------------------------------------------ TTCAATACGIRTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - S -TT A--AAATTTTACA- - - - - mc o oo oo oo o -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG-=----=--- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG---------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTT T T- - BT TTRA- - - - - - - - - oo oo i
TRTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG -« - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - -
TTTTAGTATTGAAAATACTTCTGGCIGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCMCATGTTGCAAAATCTGTGAATTTTTTTTIT T T TRATTR- - - - -« -« - oo oo oo TAACA-ATTARTATTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG---------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTET TIT T T THAGEA - - - - - - - - - o m o e e AT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG---------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAAT CTGTGAAT TTT T T T o s m s mmmmmmmmmmmm e e e T A e m e e e e e e e e e e e e memime oo
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCT T TG m = = = = = = = = = = = = = m o oo e oo e oo e oo e oo e oo oo e o e o e oo oo o i e o i e oo TT1A. AATTABTETETTC
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG-=----=--- TTCAATACGCCTATGETGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - TR TA GG A

TTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTT T T T - T T T- - - - - - - & i o o i i e e e e i e e e e eeia oo
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == == = = - - - TTCAATACGCCTATGAT.— - - —GCIT TTGIAAAAT.GIG --------- TIAATA— —AIATT—TITAICAAATTATTAT-C
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATHMT TGCAAAATCTGTGAAT T T T T T T - - & & 5 oo o f e e e e f e f f e e e e e i e e e e e e i e o -

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- ===~~~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTTTTI T 777G - - TTTRAARA TTGTAATAAATTATT - - - - - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- ===~~~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT -T-==nnnnnno--TTRAABT - - - - - oo e e
TTTTAGTATTGAAAATACTTCTGGCCIJCGTTTATATGGGACCCATCTTTG- - - -« - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTJAATTTTTT - -

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- === - - -~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - TA--meeeme e TBGC
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- ===~~~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTT - - - - - TTTTGATGH- - - TBAAA- - - -AATETHRTCTABCA-BTEA- - - —TITT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- === - - -~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAAT T T T T T m m m m m o - m e e e o e et e e e e oo oo
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = = - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - -TTTTAAATATTAAATCTATEEBTEAA T TTATTTGT

TT-TAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG=-=-=-=-=-=-=-=--- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTT - - - - - ———CTIAATATTAAATTTT TAATA----- TTA-TTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG-=-=-=-=-=-=-=--- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT-TRTHET TRAGEES - - - - - ----------- TRA-------=------c----
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG=-=-=-=-=-=-=-=--- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT-T ---C--AATTTTAA TGCAATAAATTTTTA-@TTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATIGGACCCATCTTTG —————————— TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAAT TT T T T T == == = == = = s e = e e e e e e o e o e e e o e e o o e o oo oo - o - o - - - - ITIT

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == ===« - - TTCAATACGCCTATGATGGTTGCGCATGTTGAAAATCTGTGAATTTTTRT - AGITTAAATTTT - - —TTTTATAITAAAEI— -T@7- - - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === -« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - - -TTTAWA- - - - - - - - - TRATAATAAANTTTTATTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == ===« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTTTA ATITTA!IT -------- I!A ------------------
TTTTAGTATTGAAAATACT TCTGGCCGCGTTTATATOGACCCATCTTT G - - - - - - -« - o m oo ot oo oLttt oo

--------------------------- ATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - - - -BBGAATA- - AAATTTABAAT - - ATTATEA-TTTC
BT TTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - = - - - - - - - TTCAATACGCCTATGATGGTTGBGCATGTTGCAAAATCTGTGAATTTTTT - ARTETEE ABEA - - - - - - - - - - ---- - -- !IG ----- AATTA----BTTT

-------- TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT]-T TTTRABAT T - - - e e
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === -« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - - e s TTTTAAA- = = - == == = - TACBATAAARTARTATTGT

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
TTTTAGTATTGAIAATACTTCTGGCCGCGTTTATATGGIACCCATCTTTG

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === -« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - TRTIETRARRATTTTAARTT
TTTTAGTATTGAAAATACT TCTIRGICGCGT TTATATGGGACCCATCTTT G = - - - - - o x s x o m o m o m o m s m oo THETT A
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === -« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTTTTIIT TTEAREE- - - - - - - - - - - - - - - cm e e e e e e e

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCT T TG = = = = = = = = = = = = m = mm e e e @ e o e e e @ e o e @ e m e @ e @ e @ e o e @ e o e e e m e e e e e m o m @ e e e e e e e m e e e e e e e e e e e o
TRTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - T T T[EANIEA
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === - - - TTCAATACGCITATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - =« -« - - v e - - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCT T TG = = = = = = = = = = = = m m o m e m m e & e o e o e e e o e @ e @ e @ e @ e m e @ e @ e o e @ e e e @ e m e e e o e e e e e e e e e e e e e e e e e e e o
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG--------- - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTTIAITITT-A— - CIAAITATI
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size: 3174bp; fragments: 4257; full length: 0 (>=2856.6bp)
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 3474bp; fragments: 4238; full length: 0 (>=3126.6bp)

m ) Cdd
3
S
o _ 8 _ @
N S .
> o
S o 3 |
~~ N— g
2 o
S ~
8 Lo —~ 8 8
o — o 37 W o 8
N L O 5
c o % N
(@)
(&) (@)] (7))
(©)] E 0 o
2 3 o =58
Q9 > S 4 n 9
) 8 < GC)
S %) No TE domain detected
= S 8
) O S
= o
© 6 S = .
N
S |
Kol
(=] T T T T T (=] T T T T T f T (=] T T T T T T T T T T T T
0 500 1000 1500 2000 2500 500 1000 1500 2000 2500 3000 0 500 1000 1500 2000 2500 3000 0 500 1000 1500 2000 2500 3000

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



TE: d_ 1 family 400 Before TEtrimmer 1765 bp

size: 1765bp; fragments: 1734; full length: 200 (>=1588.5bp)
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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 09/10/25)
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