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TGTAACAGTCCAAATTTAGCTTTAACTAGGTTT---------- TTT----- TAAAICAATTTCITICAAAGGAAAIGCGTGGCAA. -------------------------------------------------------
TGTAACAGTCCAAATTTAGCTTCAACTAGGTTT === --- - - - BrrTTTTTTAAABCAATTTCCTBCAAAGGAAACGCGTGGCAAMGHE - - - - - - - - -« -« - - - - - ATATGTTTGCTAA
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--------------------- ACA e eeieeieeee e oo - - - B TGTAACAGTCCAAATTTAGCTTTAACTAGGTTT----- - - - - —TTTTTTTTTAAATCAATTTCCTTCAAAGGAAACGCGTGGCA.ATTCACTGATIG— - TTABATATGTA- - - - AA
-GC@AAG- - - - - - TGAATA- - === === - - - - TAAAT - - - - - - - - TGTAACAGTCCAAATTTAGCTTCAACTAGGTTT---------- TTRTTTT--AAATCAATTTCCTTCAAAGGAAACGCGTGGCABEBGE- - - - ---- - - - - TTTTG---ATCC-AGCT
GG -G AAGAIT ----- AATA" I ITCTIAA --------------- TGTAACAGTCCAAATTTAGCTTTAACTAGGTTT---------- TTTTTTTTAAAATIAATTTCCTTCAAAGGAAAIGCGTGGCA— - - —AITCACCAATAGTTITAIATATGCA—GCCAA
GT GTEMAAAAAT - - - - - AATABRACT TEAT- - -TCTG- - ------------- TGTAACAGTCCAAATTTAGCTTCAACTAGGTTT---------- TTTTTT--TAAATCAATTTCCTTCAAAGGAAACGCGTGGCAAGHRB- - - --------- BrrreT
T 1 < TITIACAGTCCAAATTTAGCTTTAACTAGGTTT ---------- TTTTTTTTAAAATIAATTTICTTCAAAGGAAAIGIGTGGCA ------------------------------
GT TGT-AGAATTTATGACTAITITTA TGTAACAGTCCAAATTTAGCTTTAACTAGGTTT---------- TTTTTTTTAAAJTCAATTTCCTTCAAAGGAAACGCGTGGCAA
------------------ TACGA- - AGETRTTA TGTAACAGTCCAAATTTAGCTTTAACTAGGTTT----------TTTTTTTTTAAATCAATTTCCTTCAAAGGAAACGCGTGGCAA
TGTAACAGTCCAAATTTAGCTTCAACTAGGTTT---------- TTTTTTT- - - -[JJcAATTTCCTBCAAAGGAAACGCGTGGCAA
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».bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 2250 bp

size: 2250bp; fragments: 486; full length: 80 (>=2025bp)

3 |
o
~
o | o
< S =
> — o
N N’
n =— I
o = 31
® — | ~_| S 3
O WL - — o o @)
— — o) '-f‘_|7 - o)
- = | S =
: — | 3 3
o) ) o © n o .
= o S5 S No TE domain detected
(b} > o 0n g
O 9 4 —_— O O -+ c
c — O (b}
5 = = :
-— :
e
| W o
-D Te) _—  —_—_—_—_—_———— ] l_ 8
]
_
(=] T T T T (=] T T T T (=] T T T T T T T T
0 500 1000 1500 2000 500 1000 1500 2000 0 500 1000 1500 2000 0 500 1000 1500 2000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



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: 2557bp; fragments: 487; full length: 0 (>=2301.3bp)
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TE: rnd_5 family 300
size: 1733bp; fragments: 1450; full length: 2 (>=1559.7bp)
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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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