Start crop Point End crop Point

1 MSA length = 1141 1

AATTTTATTTTGTTTTAACAAAATTAGAGAAATTAAAAAATTGATTTTTA - -« - -« - - - ATAAAGGCC AAACGAGTATTCTTGAT
AATTTTATTTTGTTTTAACAAAATTAGAGAAATTAAAAAATTGATTTTTA - -« - -« - - - ATAAAGGCC AAACGAGTATTCTTGAT
------------------------------------------------------------ AAAAAGGGC

T
T

ACTHRTTAATGAAT

ACTITTAATGAAT

CAACGAGTATTCTTGAT

CIAIGIAIATTITTIAT

CAACGAGTATTCTTGAT

TC-ATGAAT
TCAACAAIT
TC-ATGAAT

------------------------------------------------------------ TTTAACACC
------------------------------------------------------------- ATAAAGGCC

TT-ClacTlrc-ATGAATT
TE------- - ACAAA- - - - -



End crop Point

Start crop Point

1A
B LN

?III-I-IIIII-- LN
gh.lllllll 11 [0 [ 0

5
6
7

— — — —

10 RN A 5D PPl e MY

10 -

1000

1200

800

600

400

200



b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1141 b P

size: 1141bp; fragments: 54; full length: 0 (>=1026.9bp)
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fastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 1605bp; fragments: 40; full length: 0 (>=1444.5bp)
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size: 199bp; fragments: 57; full length: 22 (>=179.1bp)

TE: rnd_5 family 3859
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After TEtrimmer ORF and PFAM domain plot
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