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1 MSA length = 1415 1

TATTATHA A TGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAN---------- TGGAAAATCTATTATTAGTCAACCHAACTGAAAGATAACACA - - - - - - - AA CCACA- - TGA
TATTATHEA A TGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAN- - - - --- - - - TGGAAAATCTATTATTAGTCAACCIAACTGAAIAGATAACACA ------- AA CCACA- - TGA
TATTATHGEHE TRCCEE ™ THFAGA - - - - - A TTGTGGCGTTCGTCCATCAGGAACATGAAGTTGCAGCGACTTTGTACGATAR- - - - - - - - - - TGGAAAATCTATTATTJGTCAACCCAACTGAACAGATAACIJCACACCATCAA CCACATTTGAA
G TTGTGGCGGTTCGTCCATCAGGAACATGAAGT TGCAGCGARCBT GTACGATAR - - - - - - - - - oo s e oot AA
-------------- A A TTGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAM - - - - = = = = = = = s o e e e e e e e e e e e e e e e e e e e e me e mee e e e e e e e oo = = =GA
T ABA- - - - - A TTGTGGCGTTCGTCCATCAGGAACATGAAGTTGCAGCGACTTTGTACGATAR- - - - - - - - - - TGGAAAATCTATTATTJGTCAACCCAACTGAACAGATAACIJCACACCATCAA
A A G TTGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACTTTGTACGATAR- - -------- TGGAAAATCTATTATTAGTCAACCCABCTGAACAGATAACACACACCATCAA
A A A TGTGGCGGTTCGTCCATCAGGAACATGAAGT TGCAGCGACTTTGTACGATAR - - = = = = = = = = = = o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o GG
A A G TTGTGGCGETTCGTCCACCAGGAACATGAAGT TIICAGCGACCT TGTACGATAR - - - - - - - - - - - o s s e oot i Lo
A A G TTGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACTTTGTACGATAR- - -------- TGGAAAATCTATTATTAGTCAACCCABCTGAACAGATAACACACACCATCAA
A ABA - - - - - - - TGTGGCERTTCGTCCACCAGGAACATGAAGTTGCAGCGACT TTGTACGATBIB- - - - - - - - - - - - o s o e e oo oo oo
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----- TGTGGCGITTCGTCCACCAGGAACATGAAGTTGCAGCGACCTTGTACGATA ——————————TGGAAAATCTATTITTAGTCAACCCAACTGAACAGATAACACACACCATC

----- TGTGGCGETTCGTCCACCAGGAACATGAAGTTGCAGCGACCTTGTACGATAM----------TGGAAAATCTATTETTAGTCAACCCAACTGAACAGATAACACACACCATC
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TGTGGCMTTTCGTCCACCAGGAACATGAAGTTGCAGCGACT TTGTACGATBIB- - - - - -« - - - - - o c e e oo
TGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAM - - - - = = - = o oo oo oo o oo oo oo i o oo f e e et et e e oo e e oo e ei e e eae e
THTGGCGGTTCGTCCATCAGGAACATGAAGT TGCAGCGACCT TGTICGATAR - - - = - = - = - = - s - s s st e e i i
TTGTGGCGGTTCGTCCATCAGGAACABGAAGT TGCAGCGACCTTGTACHATA - - - - - - - - o m o m o m e m o
TTGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAM- - ------- - TGGAAAATCTATTATTAGTCAACCCAACTGAACAGATAACACACACCATCAG
TTGTGGCGGTTCGTCCATCAGGAACATGAAGTTGCAGCGACCTTGTACGATAM- - ------- - TGGAAAATCTATTATTAGTCAACCCAACTGAACAGATAACACACACCATCAG
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TTGTGGCGGTTCGTCCATCAGGAACATGABGTTGCAGCGACCTTGTACGATAR---------- TGGAAAATCTATTATTAGTCAACCCAACTGAACARATAACACA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 1415 bp

size: 1415bp; fragments: 420; full length: 0 (>=1273.5bp)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 1811bp; fragments: 237; full length: 0 (>=1629.9bp)

20 25

15

10

divergence to consensus (%)

5

I
500

1000 1500
TE consensus (bp)

coverage (bp)

150

100

50

After TEtrimmer Extended plot Blue lines are boundaries

I I
500 1000 1500
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1500

1000

500

e

v

500 1000
TE consensus self dotplot (bp)

I
1500

No TE domain detected

500 1000 1500
TE consensus structure and protein hits (bp)




divergence to consensus (%)

5

20

15

10

TE: Itr_1 family 351

size: 372bp; fragments: 175; full length: 15 (>=334.8bp)
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After TEtrimmer ORF and PFAM domain plot
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350
300
250
200
150
100

50

Dotplot

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

I I
500 1000

TE consensus after TEtrimmer (bp)




