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1 MSA length = 9297 1
-------------------------------------------------------------------------------------------------------------- TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATATTAGAAATTAAATAGTTTTTCCATATTCTTTAAAAAAACTTGAATATTACAATTAGCTTTATTTA
ATCIAIGTTGATAGA— - - THc T - —GTAATGGIATTTTAICIC ---------- CAAATIATIACICAIAIATAAT.A ---------------- TCCGCCGCAGACTCAACTGGTAT T TTCT TCGGATAT T - = = = = = - = o m o o e o o o e e e e f e f e e e e e e e e e e e e e e e e e e oo o
- -CAATGTTGATAAATTCT CHl T T T GG TAATGG T AT - = = = = = = = = = o @ o o o e e m e o e e o e e e e e e e e e e e e e e e TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATATTAGAAATTAAATAGTTTTTCCATATTCTTTAAAAAAACTTGAATATTACAATTAGCTTTATTTA
-------------------- TT ——————————A—TITGCGTCTCCCCGGGACCAAATGATAACIAATATATATTTCAAAAGTG————————————————————————————————————————————————————————————————————————————————————————ATITTATAATTTGCCCTACI—A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTGT—CCATATICTTTAAAAIAAITCG———————————————————————
A—IAA --------------------------------------------------------------------------------------------------------------------------------------- ITTT ----------------------- AGTITTACAATTA—CTTTATTTI
GTCAATTTGACAAATTTT TATACCGTGTTTTACCTCTCCCCAAAAACAAATGATAACGCATATATAATTCAAAAACC - = - = = = = = = = = o m o o o o o o o o o oo oo f o o d o o f o oo oo d o o d o o m o oo o o d ot o e e e e e e e e e e e e e e e e e oo
AACAA - - - = = = m oo oo - I!GTA -------------------------------------------------------------------------------------------------------------- 0 0 BRTATTATA- -« ---c-am - A

TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATATTAGAAATTAAATAGTTTTTCCATATTCTTT -AAAAAACTTGAATATTACAATTAGCTTTATTTA

---------------------------------------------------------------------------------------------------------------------------------------------------------------- TT--TTRABATEE T TT-AFAGAACT TG - - - e e e h A
---------------------------------------------------------------------------------------------------------------------------------- ATTCR------AAACH---ATATT----c-cmcca o -A
--------------------------------------------------------------------------------------------------------------------------------- TATTC-------AGACTTR-ATABTAC--------TCATTA

---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTGTTTCATETTI@TT- - AAAAACTCGAGTATT -« -« - c - v v -a - - -A

----------------------------------------------------------------------------------------------------------------------------------------------- TETRCEAAAACBAABAR- - - - - - -GTATTCTTBATARGATRT TG - --------cococ-------§

TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATATTAGA - = = = = = = & o oo oo o e e o e f o e o e o f o f o d e e o e o e oo oo imimioimie o
TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATAT TAGAAAT TAAATAG - = = = = = = = = = @ oo oo e o e o m o m o e e e o e e e o e o mimimioieae oo

---------------------------------------------------------------------------------------- GTATTACATECA@TTCACT -
TCCGCCGCAGACTCAACTGGTATTTTCTTCGGATATTAGAAATTAAATAGTTTTTCCATATTCTTTAAAAAAACTTGAATATTACAATTAGCTTTATTTA

------------------------- TRCTBI - - - - ACT G T A - - - - - e e e e Lo AGAABACTTTEG- - - - -CCCBATTCTTR- - - -ABACBTG--------------CTTCA---A
T.CIATCAATGTTGATIAATTTT CETTATTGGTBATGGTGTTTTACCTCTCCCCAAAAACAAATGATAACGCATATATAATTCAAAAACC - - = - = - = - = - = - oot - ot oo oo oo oL L L Lo o ...
TCAAAAA - - - - - - TTGATAAARTTT - - - - THTEGATGCTAATTABATTTTACCTCTCCCCAAAAACAAATGATAACGCATATATAAT TCAAAAACC - - = - = - = - -« oo oot oL oL o_......__._._.....
-------------------------------------------------------------------------------------------------------------------------------------------------------------------- BccoTABRT T TTATAAAAACTCGAATBT T - -« - - - mmma e oo
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- Y
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 11526bp; fragments: 1128; full length: 0 (>=10373.4bp)

Kp]
(V] -
o
= 3 >
= g
= S /
_ 3 =
o =
s 5 21 3
S = 5
~—~ f— = = ~ O
2 = 5 -
(7)) o o
c _ = ~~ O -+ )
O L o < o
— = o) O
g - ~ = o
o o _ Q O S -
O R > n Q
S - = Q- 0
— = - b a
3 o - _ g 2 2 | > >
(- B ————— = (&) L o ,
() = — o 8 8 _
o2 — - < oY J/
g - S :
= — — L
C b = o . .
8 - ] ) No TE domain detected
= — -
(=] T T T T T (=] T T T T T (=] T T T T T T T T T T
0 2000 4000 6000 8000 10000 2000 4000 6000 8000 10000 0 2000 4000 6000 8000 10000 0 2000 4000 6000 8000 10000

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 753 Before TEtrimmer 5842 bp

size: 5842bp; fragments: 127; full length: 49 (>=5257.8bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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