Start crop Point End crop Point

1 MSA length = 538

--------------------------------------------------------------------------- TTGACCGAAATAAAATAATTGACAAAAATAGGTCGCTGGCTCCCGIAITA.A-— e e A
ATAGTCCGIAGCIAGCGAC ATTTTTGCACIAAATICCCAGTGAAAATTI ---------- TTG CCGAAATGAAATAATTGACAAAAATAGGTCICTGGITC CGGACTA- - - m = mmmm oo o= - A
----- ATAGTCCGGAGCCAGCGAIGATTTTTlcACCAAATTCCCATAAAATTC - - - - - - - - - - TT GCCGAAATAARAJAATTGACAAAAATAGGTCGCTGGCTCCGGACTATHT -ATTAATT - A
------------------------------ ATAGTClGGAGIICAGCGACGATTTTTGCACCAAATTCCCAGTGAAAATTC- - - - - - - - - - TTGACCGAAATGAAATAATTGACAAAAATAGGTCGCTGGCTCCGjacTATHA e - A
---------- ATAGTCC GAGCCAICIACGITTTTTGCEICA.TTCICAGTGAAAATTI——————————TTGACCG———————————————————————————————————————————TA A
---------------------------- C-AAATTCCCEGTGAAlITTC----------TTGGCCGAAATAAAATAATTGACAAAAATAGGTCGCTGGCTCCCGGACTATRA- - - - -« -« -ATT- - - - - G
------------------------------------------------ AIGATTTTTGCACCAAITTC AGTGAAAATTC----------TT GTCAAAATIAAATAATTGACAAAAATA-CTIGI— e - e A
ATAGTCCGGAGCCAGCIJACGATTTTTCACCAAATTTRCARTGAAAATTRR-------- - - TTECCGAAATAAAATAATTGACAAAAATAGGTCGCTGGCTCCCGGACTABA - - - - - - - - - - - - - A A
-------------------------- ATAGTCCIGIGICAICGACGATTTTTGCACCAAATTCCCAGTGAAAATTC——————————T ACCGAAATIAAATAITTGACAAAAATIGGTCICTIGCTCCCGGACTA——————————————————————— G A A
-------------------------------------------------------------------------------- TTGGCCGAAATGAAATAATTGACAAAAATAGGTCGCTGGCTCCCGGACTA - === =--nomem-=-T A A A
---------------------------------- CCAATTCHCAGTGAAAATTC- - - - - - - - - - TTGGCCGAAATGAAATAATGACAAAAATAGGTCGCTGGITICCGGACTAT A G
---------- ATAGTCCGGAICCAGCGACGATTTTT.!CCAAATTC!IAGIGAAAIT.— - —TTGICCGAAATGAAATAATTGACAAAIATAGGTC.TGG TCCCGGACTATHT G A G
-------------------------------------------------------------- TTGGTCGAAATGAARTAATTGECAAAAATAGGTCGCTGCT GGACTAT A A A
------------------------------------------------ TI— e —TTIGTCGAAATGAAATAATTGACAAAAATA?GCTGG TLIGIACTIT T A A A
--------------------------------------------------------------------------- TTGGCCAAATGAAATAATTGJCAAAAATARJGTCGCTGGCTCCCGGACTATHA G G A
------------------------------------------------ TTCH-GTGAAAATTC----------TTGA GAAATAAAATIATTGACAAAAATAGGICGCTGGCTCCIG.CTAT - A A
------------------------------ A ATAGICCGGAGCCAGIGAIGATTTTTGCACCAAATTCCIAITIAAAATTC——————————TTGAC GAAATIAAATAATTGAIA AATAGGTCGCTGGCTCCCGGACTATRA G G
TTIGCCAAAATGAAATAATTGACA AITAGGTCGCT T-GIAITAT T A A
TTGGCCGAAATGAAATAATGACAAAAATAGGTCGlIT TCCCGGACTA ------- TATTAATTT G A
TTGGCCGAAATAA-ATAATTGACAAAAATAGGTCGBTGGCTCCCGGACTATA- - - -T--- - - - A
TTGGCCGAAATAA-ATAATTGACAAAAATAGGTCGBTGGCTCCCGGACTATHA- - - -T---- - - - A
TTGATCAAAATGAAATAATJGACAAAAATAGGTCGCTGGCTCCCGGACTA A
H TIGGCCGAAATGAAATAATTGACAAAAATAGGTCGCTGGITCCCGGACTA A

TTGACCAAAA

AAAATAATTIACA - AAATAGGTCGCTGGCTCCCIGACTATIA-— - -TAATT

> > > > >

A TI TTGGCIGAAA GAAITAATTGACAAAAATIGGTCGCTGGCTCCCGGACT -----------
A A———ITT.T.A———AGTCCGGAGCCA.GICGAITTTTGCACCAAATTCCC TGAA-lTTC---------- TTGGCCGAAATGAAATIATTGACAAAAAT—GITCGCTG ART-T
A AT --mmmmmm e - - ATAGTCCGIAGCCAGCGACGATTTTTGC.CAAAT.CCA TIAA ATTC------m--- -GCCGAAATGAAATAATTGACAAAAATAGGTCGCTG ccclGBcT
------------- A i e ATAGTCCGGAGCCAGCGACGITTTTT—CACCAAATTCCCAGTGAAAATTC——————————TTGGCCGAAATAAAAIAATTGACAAAAATAGGTIGCTGGCTCC GGACTA
A ATAAAARG - - TTAT T AT - - - - - - - - - s o oo o o o o e o o e e e e e e TTGEICGAAITGAAATAATTGAIAAAAATAIITCG TGGCTCCCGGACTATA- - -------- - - -TNCTCT T B T T T77---------
A ARATTEG - BB G 7/ - - - A - - - - - o o oo o e e e e BrclirccaraTGAAATAATTGACAAAAATAGTCcTllGCTCCCGGACTAT
A

------------------------------------------------------------- TTGACCAAAATGAAATAATTGACAAAAATAGGTIIGCTGGCTCCCGGACTAT
------------------------------------------------------------ TTGACAAAATAAAATAATTGACAAAAATAGGTCJCTGGCTCCCGGACTAT
--------------------------------------------------------------------- TTcccAAAATGAAATAATTGACAAAAATANGTCGCT|GCTCCGGACTAT
------------------------------------------------------- ccc@eTAAABTTC- - - ------ —ITGACCGAAATGAAATAATTG“AAAAATALTCGCTGGCTCC GGACTAT
------------------ ATAGTCCGGAGCCAGCIJACGATTTTTGACCAAATTCCCAGTGAAAATTC- - - - - - - - - - TTGGCCGAAATGAAATAATTGEIAAAAATAGGTIIGC TGl T CllCGGACTAT
ATAGTCCGGAGCCAGCGACIATTTTTGIACCAAATTTCCAGTGAAIATTC ---------- TTGACCGAAATGAAATAATTGACAAAAATAGGTIGCTGG GGACTAT
------------------------------------------------------------------------ TTGGC GIAATGAAATAAITGACAAAAATAIGTCGCTGGCTCCCGGACTA
ATAGTCCGGAGCCAGCGACGATTITTGC.CAIATTICCAGTGAAIATTC ---------- TT.C GAAATGAAATAATTGAIAAAAATAGGTC.TGGCICICGGACTAT
------------------------------------------------------------------------------------------ TTGGTCGAAATGABATAATTGACAAAAATAGGTCGCTGGCTCCCGGACTAT
------------------- GATTTTTGCACCAAATTTCCAITGAAAITTI——————————TTGGCCGAAATAAAATAATTGACAAAAATAGGTCG TGGCTCCCGGICTAT
------------------------------------------------------------------------------- TTGATCGAAAIAAIATAATTG————AAATIGGTC CTGGCTCCIGGA———
------------------------------------------------- —TAGTICGGAGCCAICGACGATTTTIGCACIAIATTTICAGTGAAAATTC e - —TTGGTCGAAATGAAATAATTrCAAAAATAGGT TGGCTCCCGGACTA
-------------------------------------------------------------------------------- TTGGCCGAAAT - AAATAATTIACAAAAATAGGTClfcTGGCTCllGGACTAT

----- ATA.CC.AGCCAICGACGATTTTTGCACCAAATICCCAITIAAAITTC - —TTGICCGAAAT AAATAATTGACAAAAATAGITCGCTIGCTCCCGGACTAT

--------------------------------------------------------------------------------- TTGGTCGAAAT AAATAATTIACAAAA AGGT;ICTGGCTi:CGGACTAT

- - -TABTT-
TAfTAATET
-ATTARTT -

>

>

------------------------------------------------------------ TTGGCCGAAAAAAATAATTGACAAAARTARIGTCCTGGCTCCGGACTAT
-------------------- ATTTTTRACCAAB|TCCCAGTGAAAATTC- - - - - - - - - - TTGACCGAAATGAAAJAATTGACAAAAATAGGTGCTIGCTiCCGGA
------------------------------------------------------------ TTGlCCAAAATGA - - - AAJJTGAC- AAAATAGGTCGCTGGCTC C.A -
--------------------------------------------------------------- TTGGTCGAAATGAAATAATTGABAAAAATAGIITCGCTGGCTCCCGGACTA

------------------------------------------------------------ TT.CCAAAATAAAATAATTGACAAAAATA‘TCGCTGGCTCCCGG CTAT
------------------------------------------------------------- TTGGTCGAAATGAAATAATTGACAAAAATAGGT|GCTGG CIGI!CIAT -
A----GTCRGGAGCRABCGACGATTTTTGCARMCAAATTCRCBCTCAAARTTR- - ----- - - - TTGGCCAAAATAAAEIAATTGAIAAAAATAGGTCG.I .ICCGGACTA ---------------

=

> > > O > > > 0> > > 0> > > > > 0 >

> > > > > > >

--------------------------------------------------------------------- AATGAABTAATTGACAAAAATAGGTC CGGACTAT
CGGACTAT

GGCTC
------------------------------------------------------------ TTGGCIGAAATAAAATAATTGACAAAAATA TCGCTGGCTCI
------------------------------------------------------------- TTGGCRGIAATGAAATAATTGACAAAAATAGTCGCJcGCTCCCGGACTA
------------------------------------------------------------ TTGACCHAATGAAATAATTGACEJAAATAGGTGCTGGCTCCCGGACTAT

> > > > > > > >

> > > > > > > > > > > > > 0O > > > > 0 >

OO 0O > > > > > > > > > > D>
4 4 4 4 4 4 -4 -4 4 4 - -

TTGGCCGAAATGAAATAATTG————AAATIGGICGCTGGCTICCGGACTIT -----
TTGTCAAAATAAAATAATTGAAAAAATAGGTCGCTGGCTCClGGARTATHT- - - - - - - - -
TTGGTCAAAATAAAATAATTGA AAAAITAGGTIGITGGCICC!IGACTA
TGAMAAAAATAGETCGCT- - - - - CCGGMCTAT
I cABaaaTAiGTcGeTGGCTClCGRACTAM- - - - - - - oo oo

TTGGCCGAAATAAAATAA
AATAATTEACAAAAATA TATTEATTT

TTGGCCAAAATG TCGCTIGCTCCCG ACTA
AAIAATTG CAAAAATAGGT - -TBRTBAATTT

TT GCIAAAATG CTGGCTICCGGACTAT
TTEGTCGAAATGAAATAATTGACAAAAATAGG GCTIGITCCCGGACTAT

TTGACCGAAATGAAATAT TCIGBAR - - - - - - - - - - - - - TR----- - - - - e e

TTGGCCGAAATAAAATAATTGACAAAAATAGGTCRRTGGCTCCCBGACTAGTAGRGA - - - - - - - - - - - - - - - - - - ABATETTTGA 77 TAGAT - - - - - - -
----------------------------- - TTGGTCGAA TGIAATAATTG————AAA GGTC CTGGCT CCGGACTAT e - -
IT CIAAA TGAAAIAATTIACAAAAA GTCG TIGCT CGGACTAT

A
A
A
A A
AATATTATACCRATGTT-------------"------ ?CAAATTCICIGTGAAAITTI ---------- TTGGCC AAATGIAIEAAIT.ACAAAAATAGGTCGCTGGITC cGGACTAEA - -TA- - - A
AGTTACTTAACCARGAE - - - - - - - - - - - - - - - - - - - - -CAAATTCCCAGTGAAAATTC- - - ===~ - - TTGACCGAATAAAA - - - -AAATAGGTCGCGGCTCHCGGACTATHA TATTR- - -7 A
ATTATCAC AR TT-------- - ATEECTE ARGGEA A - - T T T AR T T AR - - - - - - o o o o o e e e e e e e e e e e e e e e e e e e e e e TTIGCCAAAATGAAATAATTGACAAAAATAIGTCGC GecTccllcGACTATHA - -TABTT- - - A
I ARTAAAAA G T TRTETTTGET ANACACA ACTGEG - - - - TTABRTIBEA - - - - - - - = & o o o o o e o o e o o e e o e e e e e e e e e oo e TTGGCIGIAATIAAATAATTGACAAAAATAGGTCGCTGGCTCCCGGACTAT A A
AACAGTGGGA T TE TTGCAGAA ACAR TETEAAACCET 1T AG T T A G- - - - - - - - - - - - o o e o e o e e e o e e e e e e e e e e e e e e TTGGTCAAAATGAAATAATTGACARIAATAGGTCGCTGGCTCCGGACTATETECEM- - - - - - - - ACTGTAATTTTIGAARA - - - - - - -
ARATAGAGCGCAG TACAGACC AN AG TTTAGCAAA TH TGO T AT TR T ARG - - - - - - - - - - = o o oo o o e o o e o o e e e e e e e e oo e e T.GTCGAAATAAAATAAITGACAAAAATAGGTC G.T G AITA ABRAAA - - - - - - oo m e - CTATTTATACATAAAG- - - - - - -
A A ATAGTCIGGAGCC GCGACGITTTITGCICIAAATTCCCAGTGAAAITTC ---------- TTGGCCAAAATIAAATAATTGACAAAAATAGGTC CTGGCTCCCMGACTATAANGAA - - - - - - - - - - - - - - - - - - ATCTTAAT TTTTATGT - - - - - - -
AACTAAAGTTC TATAGE -GTGATTG T TGACTGAART - - - - - - - - - - ATAGTCCGGAGICA CGICGATTTTTGCACCAAATTCCCAGTGAAAATTC ---------- TT GCIGAAATAAAATAATTGACAAAAATAGGT ﬁ TGGCTCICGGACTA ---------------- ACATTTCEE T T7TG-------
-------------------------------------------- T CAGTGAAAAT.— e e TT ACCGAAITGAAATAATTGAIAAAAATAGGT C GCTCCCGGACTA.A-— - --ARE- - - -- G .
TAGT GGAGCCAGCGAIGATTTT CACCAAATTTCHGTGAAAATTC------- - - - TTGGCIGAAATAAIATAATTIACAAAAATAGGTC CTGGCICCIGGACTA --------------- G
TAGTCCEGAGCCAGCGACGATTTTTCHAGCAAATTCICAGTAAAATTC -« - oo v e oo CCAAAATGAAATAATTGACAAAAATAGGTCGRTGGCTCCCGCBCTATETGRRG- - - - - - - - - - - - - - - - - - A
G
A
A
G

TTGACCGAAATGAAATAA

4 4 4 4 4 4 4 -4 o4 4 4 - -

----------- TAGTCGGAGCAGCGACIATT T TGCACCAAATTCCCAGTGAARATTC- - - - - - - - - -
ABATAGTCCGGAGCCAGCGACGATTTTTGCAMCAABTTTCCRBGTGAAARTTC- - - - - - - - - -

TTRGCCGAAARAAAATAATTGACAAAAATAGGT GCTGGITCCCGGACTAT

g

IT GCCAAAATGAAATAATTGAIAAAAA GGT G.GGCT.CGGACTAT

------------------- AMATAGTCCGGAGCJAGCGACGATTTTTGEACCAAATTC TRAAARTTE- - - - - - - - - - TTGACCGAAATGAAATAATI cACABAAARAGGTCGCTGcTCCCGjACTAT - - - - - - - - TITGAT A TAGH A
--------------- A - ce e CCCARTGAAAGTC- - - - - - - - - - TTGGTCGAAATGAAATAATTGACAAATRATAGGTCGC TG TCCCGGACTA- - -« - - - - ATTRATT T = - - o - oo e - -
------------------------------------------------------------------------------------------- TTGATCGAAATGAAAJAATTGACAAAAATARGTCGj TlGClJcccGGACTA e e

------ ATAITCCGGAICCAGIGACGATTTTTGCACCAAATTTC.GTGAAAATTC e —TTGGC.A ATG- - - -AATTGACAAAAATAGGTCGCT GCTCCCGIACTA
------------------------------------------------------------ TTGACCGAAJTGAAATAATTGAAAAAATAG
A = s m e e e e e e e e e e e e e e e e e e e e TTGGCCRMAATAAAATIIBBT - - - - - - - -« - - oo oo e
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d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s
size: 538bp; fragments: 252; full length: 7 (>=484.2bp)
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y 955 fastab.bed ufbed g Lbed fm Lbed 0 0 belnfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries

size: 871bp; fragments: 214; full length: 0 (>=783.9bp)
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TE: rnd_3 family 955

size: 366bp; fragments: 46; full length: 4 (>=329.4bp)

20

15

10

divergence to consensus (%)

5
!

50

I
100

I I I
150 200 250
TE consensus (bp)

I
300

I
350

coverage (bp)

20

15

10

Before TEtrimmer 366 bp

H \

50

I
100

I
150

I
200

I
250

I
300

I
350

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

100 150 200 250 300 350

50

50

100 150 200 250
TE consensus self dotplot (bp)

I
300

I
350

No TE domain detected

50

TE consensus structure and protein hits (bp)

I
100

I I I
150 200 250

I
300

I
350




Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

350

300

250

200

150

100

50

Dotplot

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

100 200 300 400 500

TE consensus after TEtrimmer (bp)



