Start crop Point End crop Point

1 MSA length = 6697 1
-------------------------------------------------------------------------------------------------------------- TCCTTATRTTAAATTTJATTAACTCTTGAAATTAATATATGTTGTAAACATT - - AAJJAAAATTTT - TTATTAAGATTATT - - AAAATACC- - - - -
AAT - - = - - - - TTATTA- - - - - - AAAAATG - = = = === m o m e mm e e e s L E AAAAAAAAAATAATIIAAATTTCTAAT TTTGATAAAAT - AT - - - - - -« o x oo oo oo oo oot LooLooooooo.o.o
-------------------------------------------------------------------------------------------------------------- TCTTTTAICEIAIATTTAACTATTTCTTTAATTTAATGAACATTATGAAT .- -TG —AAAIGTTTTTATTATTGAGATTATT - AAAAAT - TCATCAG
-------------------------------------------------------------------------------------------------------------- TTTTTTATCHTAAC- -JJAATT - ATTCTTTAAATGAGTAAGTATTATAAATATTCAAAAAAITTTTTATTAATAAGAGTATT - - AAAT - - - TATCAA
-------------------------------------------------------------------------------------------------------------- TTCTTTATCJTAACTTTAACT -ATTCCCTAGATTAATAAATATTATAAATCTTTGAJAAAATETTGTTATTACCTTTATT - AAAAATA- - - - - - -
AGTAATIRG - - TTATTA- -« v ocaea oo TTTATTA------- TTAAATAAAATAAAAAAAAAAﬁFhAITTAATTI ---------- LAY < L < L e R e R
AAGATTTTCCTTATTATTGAAAAAAAATGTTAAARTTATTAAAAAATTTGAAATAAAGAAAAABIAAAABTIATT - AAT T T TTAATTGT TATAAAAT TAT - - = - - - 4 - o - oo oo e oo oo Lo oo
---------------------------------------------------------------------------------------------------------------------------------------------------------------- ACA- - ABAAARBA- - - -« v
e R e R R R e e e
GAGATTTGCCTHAGTITTGAAAAAAAATAGAAAATTTATTGAAAAATACGAAATAAAATGAAAAABBAAAT AT TAAABT TTTAAAT TATATAAAAT TAR - - - - - - - - - - oo oo e e e oo
AATA- - - - - CTTATTA---AAA- - - ==« == -- TTT--emmmme e o - 0
GATA----CCBTBTTA------ ABAGATG - - - - e e - AGAGAT AT - - e e TTTTTTATCT T - - TTTAGT TA - - = - - mm e o e o e o e e e e e e e e e e - i e
-------------------------------------------------------------------------------------------------------------- TTTTTTATCT T - = - TTTAGT TA - =« s s m e s e mmm e mm e e e e e mee e e e e e o AAAAAAAT T T o o s s e e e e e e e e e e e e e me e cema o
-------------------------------------------------------------------------------------------------------------- TT T T T TAT CT TAAA - - TAA - & - = & o o o ot o o et o et ettt et ot et e e ettt et f et e m e m e e e e e
AA--TTT---TTATTATTGAAGAAGATATTAAATTTATTATAGAATATTAAATAATATAlABAAAABAATAATTARBT TTTTACTTTTTATAAAATTAT - - - -« - - - - - TT T T T TAT CT TAAA - - TAA - & - = & o o o ot o o et o et ettt et ot et e e ettt et f et e m e m e e e e e
AA- - - - - - CCTT-TTA----=--- AAATGTTGTATTTETT--------- L
-------------------------------------------------------------------------------------------------------------- TTTTTTATITTAAATTTAATTAATTCTTTAAATTAAGAAATATCATAAATATTTG- - - AAAATTTTATTATTAAGATCATGAAAAATTACCATCAA



End crnlp Point
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 6697bp; fragments: 82; full length: 0 (>=6027.3bp)
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After TEtrimmer 6697 bp
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 9016bp; fragments: 82; full length: 0 (>=8114.4bp)
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divergence to consensus (%)
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size: 294bp; fragments: 36; full length: 28 (>=264.6bp)

TE: Itr_1 family 186

50

| | |
100 150 200
TE consensus (bp)

|
250

coverage (bp)

34

32

30

28

26

24

Before TEtrimmer 294 bp

]

50

I
100

I
150

I
200

I
250

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

250

200

150

100

50

50

100 150 200
TE consensus self dotplot (bp)

I
250

No TE domain detected

50

I I I
100 150 200

I
250

TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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