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MSA length = 381 1
AATATTITAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTITAATATGTTCAAA AAATGTTTTTAAAAAATCTATGTATTTTCACTI —————————— AGACAGEITACAAAAAGCATGTACTAGTAAA- - -TTAATTAAAC- - - - - -

AATATTITAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTETAATATGTTHAAABAAATGTTTTTAAAAAATCTATGTATTfTCACTT- - - -4 - AGACAGIITACAAAAAGCATGTACTAGTAAA- - - TTAATTAAACTATCAAA
AATATTATAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTT -AATATGTTCAABTAAATGTTTTTAAAAAATCTATGTATTTTCACT T - ===~~~ - - AGATC

AATATTATAAGTTCTGTTTCHTTTTTGCTTCATTTTTAAATAGATTTTTTTAAATATITTCAAATAAATGT T TTAAAAAATCTTIRTATTTTCACTT - - - - - - - - - AAATCG
AATATTATAAGTTCTGTTTT-TTTTATTGCTTATTTTTRAATAGATTTTTTTTAATATGTTCAAATAAATGTTTTTAAAAJATCTATGTATTTTCACTT----- - - - - GllaccC
AATATTATAAGTTCTGTTTTATTTTATTGCTTCATTTTTAAATAGATTTTTTTAATATGTTCAAATAAATGTTTTTAAAAAATCTATGTATTTTCACTT----- -« - - - AATHG
AATATTATAAGTTITGTTTTATTTTATTGCTTCATTTTTAAATIGATTTTTTT—AAIATGTTCAAATAAATGTTTTTAAAAAATCTATGTITTTTCAITT
AATATTATAAGTTCTGTTTCTTTTTGCTTCATTTTTAAATAGATTTTTTTAAATATITTCAAATAAATGTTTTTAAAAAATCTTGTATTTTCACTT
AATATTATAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTT-AATATGTTJAAATAAATGTTTTTAAAAAATCTATGTATTTTCACTT
AATATTATAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTTTAATATGTTCAAATAAATGTTTTTAAAA-ATCTATGTATTTTCACTT
AATATTATAAGTTCTGTTTCATTTTATTGCTTCATTTTTRAATAGATTTTTTTTAATAJGTTCAAATAAATGTTTTTAAAAAATCTATGTATTTTCACTT
AATATTATAAGTTCTGTTTCATTTTATTGCTTCATTTTTAAATAGATTTTTTTTAATATGTTCAAATAAATGTTTTTAAAAATCTATGTATTTTCACTT

AT----TT
AT----TT

TTATTA----- - -
TACAAAAAGCATGTACTAGTAAATATTTAATTAAACTATTAAANGTHRET TG TCHAARE - - - - - - - - - - - - - - - - - oo oo -

CA - AAAANGEE T T AR TATTAAATATTTAATTAAACTATTAA - - - -
TAAIA AllcABGERAC ATIAAAAAT ----- TAAATTAGTAA - - - -
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size: 381bp; fragments: 1782; full length: 0 (>=342.9bp)
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size: 748bp; fragments: 1925; full length: 0 (>=673.2bp)
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TE: rnd_4 family 48
size: 525bp; fragments: 2732; full length: 85 (>=472.5bp)

w

coverage (bp)

I

W
“

LR I\

I I I
0 100 200 300 400 500
TE consensus (bp)

Before TEtrimmer 525 bp

1000 1100 1200
| |

900
|

800
|

M\

I I I I
100 200 300 400
TE consensus genomic coverage plot (bp)

I
500

TE consensus self dotplot (bp)

100

500

400

300

200

N

I
100

200 300 400
TE consensus self dotplot (bp)

I
500

No TE domain detected

100 200 300 400
TE consensus structure and protein hits (bp)

I
500




After TEtrimmer ORF and PFAM domain plot
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