Start crop Point End crop Point

1 MSA length = 5684 1
GTATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---------- AAGTGIAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATA ----- TA

ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=-=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAA-TAT

TATA
TATA

TTIAATATAITA—
TTAAA-ATATTAART

GAA—TI—CA
ATATTAATA

ITIAA ———————— GAATERAACAHGEEN - - - - - - ATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC-=-=-=-=-=-=---- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATA----- TAT
———————————— A AAATTEATA ATATARATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=------- —AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATAIATA.GTIT
————————————— AAAITAAIA ATATERTETGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC----------AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAA-TAT

ATATTAATA
ATATTAATA

TTAAA-ATATTAA
TTAAA-ATATTAA

> -4 > > > > >

ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATHRTATTEA -HA
ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=-=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATARATAAR-BA -

4 4 4 4 40 4 0 o -

TTIAA ——————— A AAAT - --CA ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGT CATC - - = = = = = = = = = s o o e e o e o o e o o m o o e o m m o o o o o o e o o o o o m e o o o o o o e o e m o o e o m e o o o o o o e o oo o o m e o oo o o o e o e o oo s o e o oo oo m oo m o= - - -
————————————— ATATTAATA ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC-----=---- —AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAICGATAACATATATAAA—TAT
TTAART - ------ AATT.C GTATITATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC —————————— AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATAIA ————— TA
TAARAC - - - - - - - - - - o o e e e e e e - - - ACA ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=-=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACA-ATATAAA-TAT
TAABAC - - - - - - - - - - e o e e e e e e - - - ACA ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAA-TAT
T--ceeeeeme-- AAATTA------=-=------- ATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC-=-=-=-=-=-=---- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATITA ————— TA---=-------

ABA - ------- AAATTA-CA GCATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATA-----
TTEAA-------- AIATTA—CA ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATA----- TADEEEEENA T - - - - - - - - - - - - - - - - oo - m e e e - - - - - -
TTARG- - - - - TA - AAA - - —ICA GCATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=-=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATAIATT— - - T ARAANE T CARREEA T ABMABA - - - ---------------
TTAAATITIECA— T AAGETA -CA GCATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC---=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAIAGT AIAIAAACT
TTAAATHRTARCAART AAAT AITA ATATERTATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC--=-=-=-=----- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAA-TAT ATANA - - - -
TTAAG----TTAART GAARTAACA ATAT!IATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC —————————— I R R I I T R T R R I R I T

-------------------------------------------------------------------------------------------------------------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATAT - - - - TATHTAREARE - TAEA TARARART AT ATT
@rafAT------ 1T-T‘AITIEAC“AITAI“ATATATATGTTAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC ---------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAJR- —TITLAIT TT AT‘AITIA-A GHA - - - -
TTAAG-AJJATTAART TERIAATTH- - EEARETA TEBRGCATATATGT TAGAAAAGAAATATTATTTTATAATATCGGCCGTCGATGATGTCATC - = = = = = = = = = = = & o & o & o & o o o o o o o o o o oo o o b o o bt e o et ot f o e o e ot ot ot m e o e o e e e e e m e e e e e oo oo oo o oo oo e o
-------------------------------------------------------------------------------------------------------------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAATTATITAIAT e

TACATCAACARA - - - - - - - o oo oo oo oo

-------------------------------------------------------------------------------------------------------------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAATTAT
-------------------------------------------------------------------------------------------------------------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACAT/TA- - - - -TAT- -~ - - - ATARARTHARE ATHBA - - - -
ATARANARARET ATABAAATT

-------------------------------------------------------------------------------------------------------------- AAGTGCAGTTTCCAGGATTCTTGTGTTTTATTTTATCCCAGCGATAACATATATAAA—TATITAIAT
ATARABARATET ATABAAATT
ATHEA TGTT AIA

A-AT-
ATGIAATA

i ATABAAACA
ATGEAATA

> > >
> > >
— - -
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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: 5684bp; fragments: 580; full length: 6 (>=5115.6bp)
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/_700.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: 5984bp; fragments: 580; full length: 2 (>=5385.6bp)
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TE: Itr_1 family 700
size: 4994bp; fragments: 481; full length: 18 (>=4494.6bp)
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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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