Start crop Point End crop Point

1 MSA length = 3428 1
----- TGGGTAGCGGGTAGTCACTICCTTATGGTACCAATA——————————ACGCACAAATGACCACTACATTCCIAGTGGGGAATIAAGACTGATGAGAGAGA

AAI——TIAATT

- - -ATTTAATT A--TCT CGGITAGCGGGTAGTCACTCCCTTATGGTACCAATA ---------- ACG-AATGACCACTACATTICCAGTGGG AATCAAGACTGATGAGAGAGA
ATTATAIAATT ----- T CGGGTAGCGGGTAGT-TCCCTTATGGTACCAATA ---------- ACGCACAAATGACCACTACATTCCCAGTGG GAATCAAGACTGATGAIA
ATTATTTAGT TATTTGAATGTTGG TACATCTTAC TIECAG ATGAGAG ARG - - - = = o o o o o o e o f et f d d e e d f e d i e e e e i e e e o ACGCACAAATGACCACTACATTCCCAGTGGGGAATCAAGACTGATGAGAGAGEH -

TTCGGGTAGCGGGTAGTIACTICCTTATGGTAICAATA —————————— ACGCACAAATGACCACTACATTCCCAGTGGGGAATCAAGACTGATGAGAGAG
TTTGGGTAGCGGGTAGTCACTCCCTTATGGTACCAATA--=---=-=---- ACGCACAAATGACCACTACATTCCCAGTGIGGAATCAAGACTGATIAGAIAGA

AAIAITTIATC ____________

ATT-TTTAATT

> > > > > > > >

ATT----AGTT AATA - - - TTTGGGTAGCAGGTAGTCACTCCCTTATGGTACCAATA - == - == - = - - ACGCACAAATGACCACTAJATTCCCAGTGGGGAATCAAGACTGATGAGAGAGAR -
TATTTATITC GATACTT TTTGAGTAGCGGGTAGTCACTCCCTTATGGTACCAATA - == - == - = - - ACGCACAAATGACCACTACATTCCCAGTGGGGAATCHAGACTGATAGAGGA
------------------------------------------------------------ TTTGGGTJGCGGGTAGTCACTCCCTTATGGTACCAATA- - - - - - - - - -ACGCACAAATGACCACTAC- - TCCCAGTGGGGAATCAAGACTGAT|GAGA

GGTATTA TTTIGGTAGCGGGTAGTCACTCCCTTATGGTAICAATA —————————— ACGCACAAATGACCACTACATTCCCAGTGGGGAATCAAGACTGATGAGAG
GATATTT TTTGAGTAGCAGGTAGTCACTCCCTTATGGTACCAATA----=-=-=---- ACGCACAAATAACCACTACATTCCCAGTGGGGAATCAAGACTGATGAGAGAGA
GATATTT TTTGAGTAGCAGGTAGTCACTCCCTTATGGTACCAATA-----=-=---- ACGCACAAATAACCACTACATTCCCAGTGGGGAATCAAGACTGATGAGAGAGA

------------------------------------------------------------ TTTGGGTAGCGGGTAGTCACTCCCTTATGGTAJCAATA- - - -------ACGCACAAATABCCACTACATTCCCAGTGGGGAATCAAGACTGAT - -« -« -« -« - - - -

TGTET
TAAT
AR T
TAAT
AR T
AR T
TATT
THFAT
AN T
ARA T
AT T
AT T
AN T




i | 1 i il i i
||||'| | | : 01 L | |I E il I ||| ]%] !| M ﬂ] ||
il ! | ,_ | ;E ' I il L & i ””u'||
IM | e ' A Hﬁ QL itk I N




d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 3428 bp

size: 3428bp; fragments: 1267; full length: 4 (>=3085.2bp)
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ed g 2.bed fm_Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 3729bp; fragments: 1270; full length: 3 (>=3356.1bp)
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divergence to consensus (%)
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TE: rnd_5 family 565
size: 2696bp; fragments: 397; full length: 7 (>=2426.4bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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