Start crop Point End crop Point

MSA length = 1099

CTTT1TITCIGICAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAGAT ------------------------------------------------------------ IAITTGGIC -------------

CTTTABTETCG- CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAICGGCGCCTACCCTAAGAT - - - - - - - - - - TATATTTCCAGAGGCTTTCAAATTGTTTGTGATGATTTTAACATTTACAABMACT TGGGTTGAGAC

------------------- CBATGGCGGCTCOTCAGGMTAGGCAAGGTAGGCGGCGCCTACCCTAAGAT - = = = = - = = & - s - oot ot oo f L.l
T----CAGTRGCGGCTCGTCRGGGTAGGCAAGGTAGGCOCGCCTACCCTAAGAT - - - - - - -« s x s m o m oo oo IACACGIGT ------
CCPABCAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAGAT == = = - = = - - - TATATTTCCAGAGGCTTTCAAATTGTTTGTTTTGTTACTAACATTTACAABMACT TGGGTTGAGAC

TC CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAGAT = = = = = = = = & & s m et e m e o e m et ot e o et e m et et e m ot e f e d o f o et i d i e e eocmeaoemaaaa o
CAGTJGCGGCTCGTCAGGGTAGGCAAGGTGGCGGCGCCTACCCTAAGAT - - - - - - - - - - TATATTTCCAGAGGCTTTCAAATTGTTTGTTTTGTTACTAACATTTACAABMIACTTGGGTTGAGAC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAGAT == == - == - - - TATATTTCCAGAGGCTTTCAAATTGTTTGTTTTGTTACTAACATTTACAABMACTTTCTT - - - GAC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAIAT ------------------------------------------------------------ AcflcTcTcTCcjac
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTAAMAT

——————————————————— CAGTGGCGGCTCI— - - GGGTAGGCAAGGTAGGCGGCICCTACCCTAAGAT

> O > > > > 0O > > > 0
> > > > > > > >
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.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f:
size: 1099bp; fragments: 2090; full length: 49 (>=989.1bp)
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fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f

divergence to consensus (%)

size: 1479bp; fragments: 1679; full length: 0 (>=1331.1bp)
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TE: md_ 1 family 67 Before TEtrimmer 460 bp

size: 460bp; fragments: 1148; full length: 416 (>=414bp)

o
g —
o - 8 =
N e ‘3 [o0]
—_ e e ———————————————— e | a
o ————————————————— e
8\, L 8
| —
) e (@)
(:,S) = =2 8 N
Q i = o o -
c — —
®) Q (D)
(&) B % wn
S == o >3 No TE domain detected
8 S 8 o c
c B O o (D)
(] e — < 2
) = o)
G>) e S S o
= — W o
© I e — S
_ -
——— 8 _
- AN
o T T T T T T T T o T T T T T T T T
0 100 200 300 400 100 200 300 400 0 100 200 300 400 0 100 200 300 400

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



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