SLdlt LIvpy Ul v Livpy rultic

MSA length = 240 1

TATFGATEGAGG TEBCRTcRAA TcTRAGEATHGEBC - - - - - - - - - - - - GAGCTGTTAACCTAAATTTATGCTTTTGGATATTTAAT - - - == - - - - - ATTCCACTAAICCCGAGCC TTACA- - - ANANB THGGGTER- - - - - - - - - AICTTI——TTTIGIGAACCT -----

THT CTTTATTTAAAATATATTGTTAACCTAAATTTATGCTTTTGGATATTTAAT - == - - = - - - - ATTCCACTAACCCCGAGCCHTTACABTIABA GAAA GTTTTA--TTTTAAGA----A A
CAATTACCCARATTGTTCEAGT TTTGGE- - - - - - - TTTACTCAAAATATATTGTTAACCTAAATTTATGTTTTTGGATATTTAAT - - - - - - == - - ATTCCACTAACCIICGAGCCHTTACABTIABA GAAA GTTTTA--ATCTAAGA- - - -A A
GTTGETCAGAAGCTGGCCTT T TTTEAGGACAGTRAT - - - - - TTAAAATATATTGTTAACCTAAATTTATGTTTTTGGATATTTAAT - - - == - - - - - ATTCCACTAACCCCGAGCIETTACAM-HARA S ATTTTAGAJTTTAAGAACCTA A
TEA CTTAAT - - - - - - - ATATTGTTAACCTATATTTATGTTTTTGGATATTTAAT - - - == - - - - - ATTCCACTAACCCHGAGCCHTTACABTABA GAAA GTTTTA--ATCTAAGA-- - -A A
THTREA THEAEG THCETCBlA TG TRAGEATRCGEEC - - - - - - --- - - - GAGCTGTTAACCTATATTTATGTTTTTGGATATTTAAT - - == - = - - - - ATTCCACTAACCCCGABCCHETTACA- - - ARATBGACGCTABRBTAT - - - - - GTCITATATTTTGAGAATCT A
TGTATGTTEEE: TTGTACTEATTTGAGT - - - - - - - TTTATTTAAGAAGTATTGTTAACCTAAATTTATGTTTTHGGATATTTAAT - - - - - - - - - - ATTCCACTAACCCCGAGCCHTTACAE-HARA AA - GEBBTTATATTCTAAAATCTTART TBG
THTREA TREAEG THCETCEllA TG TRAGEATHCENC - - - --------- GAGCTGTTAACCTAAATTTATGTTTTTGGATATTTAAT - - - - == - - - - ATTCCABTAACCCCGAGCCRTTACARTRANA GAAG GTCTjaTcTrTGAAAACCTERTTRG
clA TTTTTTTTGAAATATATTGTTAACCTAAATTTATGTTTTTGGATATTTAAT - = - - = = - - - - ATTCCACTAACCCCGAGCCHTTACABTEABA GAAA GTTTTA--TTTTAAGA- - - - ABTTHA
CAARAG TTAAGA TTAGCATA T TR TRAGT - - - - - - - - - - - o oo o - - AAATTGTTAACCTAAATTTATGTTTTT.ATATTTAAT ---------- ATTCCACTAICCCCGAGCC TTACAR- - - - - - - - - A- - - oo oo ATTTTITATTCTGIAI— - - -ANAEEA
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 240 bp

size: 240bp; fragments: 15; full length: 0 (>=216bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f

size: 542bp; fragments: 15; full length: 0 (>=487.8bp)

15

divergence to consensus (%)
5 10
| |

I
100

200 300
TE consensus (bp)

I
400

I
500

coverage (bp)

14

12

10

8

6

After TEtrimmer Extended plot Blue lines are boundaries

I I I I
100 200 300 400
TE consensus genomic coverage plot (bp)

I
500

TE consensus self dotplot (bp)

100

500

400

300

200

0

I
100

200 300 400
TE consensus self dotplot (bp)

I
500

No TE domain detected

100 200 300 400
TE consensus structure and protein hits (bp)

I
500




15

divergence to consensus (%)
10

size: 202bp; fragments: 14; full length: 9 (>=181.8bp)

TE: Itr_1 family 166
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[E consensus before TEtrimmer (bp)

Dotplot

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