Start crop Point End crop Point

1 MSA length = 4201 1

CCCAGCIAACAAAGTAGTTCTATAAATTTIGAGTAATAGGACTTTTATAT —————————— AIGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGIG
CCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTTTTATAT --=-=-=--=-=--- ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGG
CCCAGCTAACAAAITAGTTCTATAAATTTAGAGTAATAGIACTTTTATIT —————————— ACGTTCTTACIATTTTTATAGAACACGAAATTGTTAGCTGGG
CCCAGCTAACAAAGTAGTTCTATAAITTTAGAGTAATAGGACTGTTTTAT —————————— ACGTTCTTACGATTTTTAIAGAACACGAAATTGTTAGCTGGG
GCRAAATABBICCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTGTTTTAT == =-=-==---- ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGG

TTTAAAARATTT
ATT----WGlTT
TTTAAAABGTHT
TT----

4 40 440 4 -

GC CCCAGTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTGTTATAT - - - - - -« - - - PBCGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGGHAT - - - - -
--------- CAGCTAACAAAMITAGTTCTATAAATTTAGAGTAATAGGACTTTTATAT ----------ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGGTT - - - - -
----- .CCCAGCTAACAAAITAGTTCTATAAATTTAGAGTAATAGGACTTTTATAT— se-------ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGGTTTAAAABANT
------- CCCAGCTAACAAAGTAGTTCTATAAAT TTAGAGTAATAIIGACT TTTATAT -« -« -« oo oo oo oottt oo o oottt oottt oottt oottt oo e oottooooooooooooooooooooo o
--------------- T - e-eo - - -CAGRTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTGTTTTAT -« -« -« -« -ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGG - - - v o v oememe oo
ATBCCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACT TTTATAT - - - - o c e e oottt e Lo oo IGTITTI -
-------- CAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACT T T TATAT - = - - = = = - o s oo e o e e e o e o e e e e e e e e e e e e me e e e ee oo oo o oo - WATTTTHTA T-

------------------------------ CCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTGTTTTAT——————————————————————————————————————————————————————————————————————————————
CCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACT T T TATAT = = & = 5 & & s m ot m ot m ot @t f e &t f ot f ot e it ff e e it m i m i e me o e mee o
-------- CCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTTTTATAT----------ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGG
ACHAA - - AJMICCCAGCTAACAAAGTAGTTCJATAAATTTAGAGEAATIGGACTTTTATAT - - - - - - - - - - ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGTTTAAAA
GCHlA CCCAGCTAACAAAGTAGTTCTATAAATTTAGAGTAATAGGACTTTTATAT === - ===« - - ACGTTCTTACGATTTTTATAGAACACGAAATTGTTAGCTGGGTTIJAAAA

ATARA A————G————IT-C
ACA AAA
GAA

TTETETA TTT ATA TGTTCT
ATHTTHETA T ATA -




|||||| A L || i|l | I |||| |||||| ||| I|
ISR L S R SRR

i1 | LI | ! | |

WLIHL I | LT |

TR Il | | TN ,l | |
W Il I AR I LR R Il (| Ml

D00 D00 D00 4000




2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa

divergence to consensus (%)
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size: 4201bp; fragments: 358; full length: 0 (>=3780.9bp)
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g _2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa_ali

divergence to consensus (%)

size: 4519bp; fragments: 348; full length: 0 (>=4067.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5 family 1440
size: 717bp; fragments: 156; full length: 1 (>=645.3bp)
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After TEtrimmer ORF and PFAM domain plot
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