Start crop Point End crop Point

MSA length = 3352 1
ITAIT-TGCTGGITGAGGCGCGCCGCTGACTCIGGAGAIGGATCGATICGGCCICC ---------- CGTAGCGCATCTCTCGCOBA- - - - - - o mm e
----------------------------------------- TGCTGGCTGAGGCGCGCCGCTGACTCMGGAGAAGGATCGATECGGCCHCC----------CGTGGCGCE/TCTCTCGCGTAACTCTGACGCHTAACACGTGCCCJACGACA
--------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC----------CGTGGCGCATCTCTCGCGTAACTCTGACGCEMTAACACGTGCCCGACGACA

--------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC----------CGTAGCGCATCTCTCGCGTAACTCTGACGCBTAACACGTGCCCGACGACA CAAATAT

TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCiICC -AAATAT

TGCTGGCTGAGGCGCGCCGCTGACTAGGAGAAGGATCGATACGGCJACC
---------------------------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC
TGCTGGCTJAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCAC A
TGETGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - = = = = = =« =« =« & - oo oo oo oo oLttt f oo oooooooooo--

TTACIAIATATTGTTA ------ TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACH---------- CGTGGCGCATCTCTCGCGTAACTCTGECGCBTAACACGTGCCCGACGACA AITAA TEA
- —AAAATATTATIG ------ TGCTGGCIGAGiIGCGCIGCTGACTCAGGAGAAGGATCGATACGGCCACC ---------- CGTGICGCATCTCTCGCGTAACTCTGACGC TAACACGTGCCCGACIACA “ATTTAT
ACAAAATATTATTATTTIT TGCTGGCTGAGECGCGCCGCTGACTCAGGAGAAGGATCGATACGGCACT - - - - - - - - o - oo oLl

------- GCpAGTA---------- - - [TGCTGGCTGAGGCGCGCGCTGACTCAGGAGAAGGATCGATACGGCCACC- - --------CGTAGCGCATCTCTCGCGTAACTCTGACGEMTAACACGTJccllcACGACA
TT- - - —TAIAIAATT-TT ---------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAAITCTGACGC TAACACGTGCCCGACGACA
TT----- ATAAAARG- - - - - - e e TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - = = = = = = = = = = = mm o m m 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 e -
TT oo - ATABAAAAT - -« oo cme e TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - == - = - - CGTGGCGCATCTCTCGCGTAACTCTG“GC TAACACGTGClIGAflGACA
0 i TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - == - = - - CGTGGCGCATCTCTCGCGTAACTCGifiGC Commmmmmmm e -
TAfTAcaTAAfGTT TTACACAABATTATTA- - - - - - - - TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCHMTAACACGTGCCCGACGACA
-------- GTATAAAATT TT- —AAAA!I ‘TGCTGGCIGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC et .CTCGCGTAACTCTGACGCBTAACACGTTCCGATGACA
----- ATAAAATT L f e e e e e e e e e e e e e e e e e e e e e eeeeeeeeeeeaeeaeo-e------CGTGGCGCATCTCTCGCGTAACTCTGACGCHMTAACACGTGCCCGACGACA
---------------- TGCTGJCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC- - - - - - - - - -CGTAGCGCATCTCTCGCGTAACTCTGACGCETAACACGTGCCCGACGACA
---------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGAT COATABGGCCACT - - - - - - x os s m o et
------------------------------------ TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC- - - -------CGTAGCGCATCTCTCGCGTAACTCTGACGCETAACACGTGCCJGACGACA
--------------------------- TCTGGCTGAGGCGCGCCGCTGACTCAGAGAAGGATCGATACGGCCACC- - - - - - - - - -CGTAGCGCATCTCTCGCGTAACTCTGACGCBTAACACGTGCCCGACGACA
TGTAGTATAAAATT TT-------- TTGTTGTT TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCHTAACACGTGCJCGACGACA
------------ T - —ACA.GTATTAITAT— - —GCTGGCTGAGGCGCGCCGCTGACTCIGGAGAAGGATCGATICGGCCICC - ---------CGTGGCGCATCTCTCGCGTAACTCTGACGC TAACACGTGCCCIECGACA
--------------------- T TTACACAGTA------- - Tl TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC- - - - - - - - - -CGTGGCGCATCTCTCGCGTAACTCTGACGCTAACACGTGCCCGICGACA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
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size: 3352bp; fragments: 1915; full length: 1 (>=3016.8bp)

Ty

I

I

w

4

T

r

i

ﬁ

|

I

!

I I I I
500 1000 1500 2000

TE consensus (bp)

I
2500

I
3000

coverage (bp)

300

500 600

400

200

100

After TEtrimmer 3352 bp

I I I I |
500 1000 1500 2000 2500
TE consensus genomic coverage plot (bp)

I
3000

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

/

%

%

/

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

I I I I I I
500 1000 1500 2000 2500 3000
TE consensus structure and protein hits (bp)




g_l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.

size: 3652bp; fragments: 1792; full length: 1 (>=3286.8bp)
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TE: Itr_1 family 569
size: 2628bp; fragments: 7185; full length: 1 (>=2365.2bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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