Start crop Point End crop Point

1 MSA length = 12195 1

AA-TTACTTAACAGTCA TCTATTGITCTRAGT TATATCAATAAATTGGAAAAAT TAAAAT TGT TAAAGT TTTAAAATAA - « - ¢ & & o o e m e m ot f e m e f ot e f f e e f e f ot f f e f f e f f e fm e f m e dm e mm e mm e e e m e m e meem e m s
AA-TTACTTAACAGTCA TCTATTGETCTIBAGT TATATCAATAAATTGGAAAAAT TAAAAT TGT TAAAGT TT TAAAATAA - « - ¢ & & m o e o e m e e e e e f ot e e f e f f e fm e mm e e m e m e m e m e e e me e o s TGTTTATATCGTGCACT
AA-TTACTTAACAGTCA TCTATTGTCTERBAGT TATATCAATAAATTGGAAAAATTAAAATTGTTAAAGTTTTAAAATAA - - - = = - = = - - CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAA - = = = = = m m m e e e e e e e e m e m e e e e o
AACTTRCTIABT TR BA TCTEBT G TCTB- - - - - - - - - - - s e e e CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAAAGCTAGACATGAA - - = = - s o mmmm e mm e e e e o s
AA-TTACTTAACAGTCA TCTATTGTCTERBAGT TATATCAATAAATTGGAAAAATTAAAATTGTTAAAGTTTTAAAATAA - - - = = - = = - - CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAAAGCTAGACATGAATGTTTGTTTATATAATACAAT
TRTATTTA-CcAGCHA CTATAA AATTATGTTAATTCATTGAAAAACATAAAATGATGAAAATCTTAATTTAG - - ===« = - - - CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAAAGCTAGACATGAATGTTTGTTTATATAATACAAT
AACTTACTTA-CTTCCA ACTATTAMT CTI- - - - - - - - - o s o m e oo ot i i e ot e e et e e e e e eeeeeiaaao CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAAAGCTAGACATGAATGTTTGTTTATATAATACAAT
AACTTACTTA-CTTCCA ACTATTAMT CTI- - - - - - - = - - o s m o e oo it oo e et e ot e e e e e e eeeeeeaaaaoo CACTGTCAAAAGCTTCAGTTGTAGGCACAGCAAAGCTAGACATGAATGT T - - - mmmm e e mmmmm e -

O O 4 60 0O 60 60 O



Start r:ri::p Point End crcip Point
0- B O O e R O T Y A e I TN MIEN N el
[{H}EEHEI-I[IIIIMIIHIIIIIMIIIIIIII e e N N 2 T T H v

L O O Y e N N e I N Y e e T T P I
I AT T e e T T T

D T NIV M L

e T N A N N e R N R e T A o g R
L P T ] T e O~ e e T H T Mro”tr

L e T e £ e I O R e T A O ANI

0T R

B T T T NN ET U NI A e ey T
] "My

(11l
M 100100011 e v e U
R0 o

I TITTETTH
(T 0 A T T O T e e N EH
10~ A A T
I T O T D T e T T T e e G v Er w7
L[] I e e e e O T S E VR ' YR O | AR O TSR
I O T TN A A |

0 2000 4000 6000 8000 10000 12000




1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_

size: 12195bp; fragments: 1172; full length: 0 (>=10975.5bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)

size: 12432bp; fragments: 1163; full length: 0 (>=11188.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5 family 752
size: 2740bp; fragments: 261; full length: 5 (>=2466bp)
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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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onsensus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 10/10/25)
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