Start crop Point End crop Point

1 MSA length = 6251 1

TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCAGTCTCTAATTT T T- - = =-cm-=- TTTATTTCGTCGATGGTTTATITITIT-TA-A ------------------

--------------------------- CAACTGHCHEA - - - - - TAATTTTT------ - - TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA- - - - - -

TGTGAATAATTATTTGTGCTTACTGGCAACTGCGCCGTCTCTAATTTTT -« - - - - TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATCAT - A
TGTGAATAATTATTTGEGCTTACGTGGCAACTGCGCCGTCTCTAATTTTT -« -« - - - - TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATTTATTA
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCAGTCTCTAATTTT T === - ===~ - TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATTTRTA

TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACAT - - —TTAIA.AT— -T
TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGIGGAAACTACAT —————————————— T

AAI— TT.AAT— - - —TA_TTI— —-TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCAGTCTCTAATTTTT
TT T ATH- - A

TAA-A AA-ATA TGTIA— -AATTATTTGTGCTTACGTGGCAACTGCGCAGTCTCTAATTTTT-=--=-=---=---TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA------
TGTGAATAATTATTTGTGCTTICGTGGCAACTGCGCAGTCTCTAATTTTT —————————— TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA------
—————————————————————————————————————————— TAATTTTT--=-=------ —TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATTTAITA
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA--TTT-=-=-==--=---- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATT---T
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA--TTT-=-=-==--=---- TTCATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAABCTACA-TT--TA
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA--TTT=-=-=-==--=---- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAICTACA TIA—TA
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA--TTT-=-=-=-=--=---- TTCATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAACTACAR--------"-----=---=-=---=----

-------------------------------------------------------------------------------------------------------------- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACAT - - - = = = = - -
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT---------- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACABTATT
A TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT----m----- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATTT--TA
AA-AATRT AA AT T ATH--T TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT---------- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACATT---T
TIACATTT.AA.AT!T-TTI— T TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT---------- TTCATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAARTACARTTI----------
TA TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT---------- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA- - - - -
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA - -TTT-mmmmmm - TTCATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAAMTACAT - - - - - m oo oo oo - -
-------------------------------------------------------------------------- -CA.TGI— - —GT-TAATTTTT— e —TTTATTTCGTCGATGGTTTATTIGTTTCCTTAAGCCAAGGGGAAI!TACAT— e
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA- -TTT-mmmmmmn-- TTCATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAABCTACAN- - - - - - - - - oo oo

------------------------------------------------------------ TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAA - -TTT--=mnmnn-- TTCATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA- - - - -

T ACAA-T -
AGAMAART -
........................ TCMCGECETCTBAC TG TGRAA T TT- - - TTTAT----TCGATGGTTTATTAGKE THCEBAAGCCAAGGGGAABCTACATTRET TA ATHA
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T---

AATETTT -« e e - TTTAT- - - -TCGATGGTTTATTAGTHCAAGCCAAGGGGAABCTACATCRATRARARERT TG
AATTTTT-------+--- TR---TTCRTCGATGGTTTATTAGTTTIRCTEAAGCCAAGGGGIAACTACA - - - - - - - - s oo e e e oo oo m - -
AATTTTT-------+--- TR---TTCERTCGATGGTTTATTAGTTTIRCTEAAGCCAAGGGGIAACTACA - - - - - - - - e oo e e e oo oo e - -

-------------------------------------------------------------------------------------------------------------- TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA-CT ATATA
-------------------------------------------------------------------------------------------------------------- TTTATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA-TTAJARARA - T7A AR BA
------------------------------------------------------------ T---TTCRTCGATGGTTTATTAGT TTHCTAAGCCAAGGGGIAACTACA -« -« - c o m o m e e
-------------------------------------------------------------------------------------------------------------- TTTATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAABCTACAT - - - c o mm e e e
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] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se

size: 6251bp; fragments: 260; full length: 27 (>=5625.9bp)
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/ 968.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries

size: 6555bp; fragments: 216; full length: 24 (>=5899.5bp)
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divergence to consensus (%)

TE: Itr 1 family 968 Before TEtrimmer 5574 bp

size: 5574bp; fragments: 65; full length: 28 (>=5016.6bp)
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After TEtrimmer ORF and PFAM domain plot

ORF13

¢

ORF14

‘_

ORF3

ORF10

‘_

ORF7

{_

ORF8

‘_

Bl ORFs
B PFAM domains

ORF4

—

ORF5

—
)

ORF15

‘_

DUF1759

)

Asp_protease 2

¢

ORF12

-

ORF11

‘_

Peptidase Al7

ORF9

‘_

)

Integrase H2C2

-

ORF6

‘_

DUF564#

0 1000

2000

3000

4000

5000

6000



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