Start crop Point End crop Point

1 MSA length = 3972 1
ACTATTATAAA AAAITA ------ A CTAGBGT - - - - - ATGAAITAA ----------------------- GGCAACGTGGCATTGTTTGGGAAATAT - - - - - - - - - - AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ATTTTTITAAA!IAAGTA— ---TTHA TIAGITTAITITACG ATTIGATTAAATAAATAATTATGATAATGGCAACGTGGCATTGTTTGGGAAATAT ---------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ATTA——ATAIAAAAAGTITCAT—— A CTGGTGT------- GA TT—ATTGAAATAIAT -------- TAAIGGCAACGTGGCATTGTTTGGGAAATAT ---------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ACT - - - -TAAAAAAATTATCAT - THA CTAGTTT-TTATACGAATT -AATTAAATAAATAATAATTATAGTGGCAACGTGGCATTGTTTGGGAAATAT - --------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ATTAITAAAAAAA TCGTCATCHT TTGGTGI—TTAT -------- GATTCAACAA.GATAATTATAATGGCAACGTGGCATTGTTIGGGAAATAT ---------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ITTATTA.AAAA!TTGTTATT A TTGGCTTATIATATGAATIAA— - - —AI—AAATAAAAATTA— - -TGGCAACGTGGCATTGTTTGGGAAATAT - - - - - - - - - - AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
------------------ TCAT - - WA TTARCT TATTAT - -GAATIA - - - - - - - - s s oo o e et oo iiiio oo oo - - - - - - -AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
————TTAAIAAAAAATCA ----- A TTAITITTTTAIATGIATTA ------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
————TTATAAAAAAITTA————TT T L LR I B B e I AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
ATT- - -ATAAAAAAATCA- - - - - - A CIAGTTT—TTATATIAAITAAATTAAATAAATAATAACTGTTATGGCAACGTGGCATTGTTTGGGAAATAT ------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
-------------------------------------------------------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
-------------------------------------------------------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
-------------------------------------------------------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG

-------------------------------------------------------------------------------------------------------------- AAAAGACTAAACAGGGAAAGACCAGTAAGAAGAGTATGGGAGGCAAGGAG
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End crop Point
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ed uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa_

divergence to consensus (%)
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size: 3972bp; fragments: 294, full length: 29 (>=3574.8bp)
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6.fasta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs« After TEtrimmer Extended plOt Blue lines are boundaries
size: 4138bp; fragments: 289; full length: 27 (>=3724.2bp)

o
o |
o
S <
2 - 2
o -
~~ _— a
S — g
) —— - N’ b) -
) /| ™
S 0 B %
8 — — =
(O] Q 5 Q
) Q O A O
c i o T
(] (]
3 E— o » g
o =e——"———————— E 0 S )
= 9 o >« No TE domain detected
c (&} ()]
) L] g
o2 — o | o
() Tp) O o
= w S -
'CJ L — l_ a
—_—
(=] T T T — (=] T T T T (=] T T T T T T T T
0 1000 2000 3000 4000 1000 2000 3000 4000 0 1000 2000 3000 4000 0 1000 2000 3000 4000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



divergence to consensus (%)
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TE: rnd_5 family 12266

size: 3851bp; fragments: 301; full length: 29 (>=3465.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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