Start crop Point

1 MSA length = 5699

CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCAGH---------- ACTTCCCCCCTCCCTTAC

A CTCCCCCTAGGAGATGCGHMGACCTTGACGTTGGTGGGCGGAGCTCCCAGH---------"- ACTTCCCCCCTCCCTTAC

A CTCCCCCTAGGAGATGCGIGACCTTGACGTTGGTGGGCGGAGCTCCCAG —————————— ACTTCCCCCCTCCCTTAC

A CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCAGH------=---"- ACTTCCCCCCTCCC- -AC

—————— GA--TGA CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGCGGAGCTCCCAGH----------ACTTCCCCCCTCCCTTAC
AATA--A CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCGGH - - -=-=-=-=-"=-~- - ACTTCCCCCCTCCC- -AC

—————— CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGCGGAGCTCCCAGH----------ACTTCCCCCCTCCCTTAC
CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGCGGAGCTCCCAGH--------~-"- ACTTCCCCCCTCCCTTAC

————— CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGCGGAGCTCCCAGH----------ACTTCCCCCCTCCCTTAC

CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCGG
CTCCCCCTAGGAGATGCGAGAICTTGACGTTGGTGGGTGGAGCTCCCAG
CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCGG

---------- ACTTCCCCCCTCCC- -AC
---------- ACTTCCCCCCTCCC- -AC
---------- ACTTCCCCCCTCCC- -AC
---------- acTTCllccceTcecc- -AC
---------- ACTTCCCCCCTCCC- -AC

> > > > > > > >

CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCGG
CTCCCICTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCAG —————————— ACTTCCCCCCTCCC- -AC
CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCAGH---------- ACTTCCCICCTCCC——AC
———————————————————————————————————————————————————————————— ACTTCCCCCCTCCC- -AC
CTCCCCCTAGGAGATGCGAGACCTTGACGTTGGTGGGTGGAGCTCCCGGI —————————— ACTTCCCCCCTCCC- -AC

THATTT
THTATTT
TETATT
TTEATTT

End crop Point

!

CTTAIAAGG
TTTATAAGG
TTTATAAGG

ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC
ATCTAC

ATCTACAAT
ATCTA--ATC
ATCTA--ATC
ATCTACCATC
ATCTACAAC
ATCTACCAAC
ATCTACAA - - = =« e e e e e e -
ATCTACAATC
ATCTACAATC
ATCTACCA - - =« == mmmmme e e -
ATCTACCATC
A-AICIAT
ATCTACCA - - =« ==« mmmme e e -
ATCTACCATT
ATCTAIAITT

TRETATAA
T----GA

> > > > > > > >

ATCTACEATCTACCATC
ATCTACEATCTACCAAC
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 5699bp; fragments: 82413; full length: 57 (>=5129.1bp)
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sta.b.bed uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa
size: 6001bp; fragments: 80673; full length: 51 (>=5400.9bp)

divergence to consensus (%)
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divergence to consensus (%)

TE: md 4 family 1968 Before TEtrimmer 4711 bp

size: 4711bp; fragments: 49028; full length: 177 (>=4239.9bp)
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After TEtrimmer ORF and PFAM domain plot

ORF8

Bl ORFs

B PFAM domains

ORF1 ORF20 ORF17 ORF16 ORF6 { ORF14 ORF1l1 ORF9
DUF4780 } Exo_endo_pho's’_z RVT 1 } RNase H } i}
1000 2000 3000 4000 5000




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