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1 MSA length = 6233 1
-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAATAT

-------- ATTTRATTAART - - - - - - - -BAATARE TRAAAATART TTIB- - - - - - - - - - e e e . L AATAAAAGGCGTGTTTACAATATEAT --A A A

-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAATATHAT e - -A A A

-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAATATHTA AACCAAA----ACC---- - - TTA A A

-------------------- BEBGATAA- - - - ACABATAAARAT TT T T T - - - - oo e e e e e L - AATAAAAGGCGTGTTTACAATATHTA AACCAAA----ACC- -~ - - - TTA A A

-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAGTATAT -« -« - - mmmcme e T A

TAIATTTAATTTTA-ATCATAATA—AGAAATAAATAAIAI—AITTT TGTGAACTEACAATARGACRTAGAAACIATIGTCATIAABCTRCTBAT- - - - - - - - - - AATAAAAGGCGTGTTTACAATAT AATCCGGATTT--===-=--- T A

--------------------------- AGAAATAAATAABAGE - AR T TTH- - - - - - - - - - - oo oo oo it ----AATAAAAGGCGTGTTTACAATAT AATCCGGATTT--------- T A

----------------------------------------------- TTR- - - - - - s o s o e oo e e oo -----AATAAAAGGCGTGTTTACAATAT AATCAGGATTTATTTAAAATACAA T A

-AAATETAATTT-ATEAATTATARTERCABA TAAIAABAAR- TTTT TRl TAAACTAACAARATGAACEIIGAAATTATAATTATTAAATTATTAAR- - - - - - - - - - AATAAAAGGCGTGTTTACAATAT AATCAGGATTTATTTAAAATACAA T A

-------------------------------------------------------------------------------------------------------------- ABTAAAAGGCGTGTTTACAATAT e TA A

-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAATAT cemeseeeeoo- B - -TACEAG- - A A

TAAATTTAATT - -ATTAATC- - AAJJA - AGAAATAAARAAARAT - - T TTATG- - - - - - CAATATGCBEAT - - - - - CTATAATCAGTTAABCTACTRBAT - - -------- AATAAAAGGCGTGTTTACAATATEAAREAN- - - - - - - - - - - - - - - - - . --A A

----------------- ATCATAATA- - - -- - -AAATAAAAAT -TTTCTITGTAAACTAACAATATGAACATAGAAATTATAATTAGTTAAATTATTAAT ----------AATAAAAGGCGTGTTTACAATAT e Cee - A TcclTcTAACTIRRT TET

AGAATTTAATTTTATTAATCATAATA- - - - - - - AAATAAAAAT -TTTCTIRTGTAAACTAACAATATGAACATAGAAATTATAATTAGTTAAATTATTAAT <= == == - - - - AATAAAAGGCGTGTTTACAATATHTTERNAM- - - - - - --------------TTAAQ@- - - - - - A TCClTCTAACT TTIT
AATAAAAGGCGTGT TTACAATATIA - - - - - o o oo oo e e e e e i e e e e oo A -TcTCBcT----M8CTAT
AATAAAAGGCGTGTTTACAATAT TTARCA A TRAT T AT TTCRGHANT - - - - - - - GACTEMTTAT
AATAAAAGGCGTGTTTACAATAT ITTA.AT.T ARTTTCRGHAMT - - - - - - - GACTEMTTAT

TAATTTTAATTR- - TTAABCATAAT -« - - - - - - AARTAAAAATATIITETRTATAAR TAACAATRTAACARBGAABTTATEGTTAGTTAAAT - - - - - Gr---------- AATAAAAGGCGTGTTTACAATAT
TAAATCBAATTATETTAATC- - ABBAAAGAAACARIA - - - AB- - ATTCTBIB- - - - - - - - - s s s s e e e e AATAAAAGGCGTGTTTACAATAT
-------------------------------------------------------------------------------------------------------------- AATAAAAGGCGTGTTTACAATAT
-------------------------------------------------------------------------------------------------------------- ABTAAAAGGCGTGTTTACAATAT
-------------------------------------------------------------------------------------------------------------- AITAAAAGGCGTGTTTACAATAT
----------------- ATCATAATA- - - - - - - AAATAAAAAT - TTTCTIITGTAAACTAACAATATGAACATAGAAATTATAATTAGTTAAATTATTAAT -------- - -AATAAAAGGIGTGTTTACAA- - -
AGAATTTAATTTTATTAATCATAATA- - - - - - - AAATAAAAAT—TTTCTITGTAAACTAACAATATGAACATAGAAATTATAATTAGTTAAATTATTAAT ---------- AATAAAAGGEIGTGTTTACAA- - -
-------------------------------------------------------------------------------------------------------------- AATAAAAGGEGTGTTTACAATAT
-------------------------------------------------------------------------------------------------------------- AATAAAAGGEGTGTTTACAATAT
---------------------- AATTA------AAATAAAAAT -TTCTI- - - - - - - - - - - - oo i ea e e e - -AAT-AAAGGCGTGTTTACAATAT
- -ATTTRAT T T TR TCATE T TAAGAA - - AAATAAA - —AATCT! ------------------------------------------------------------ AATAAAIG.TGTTTACAATA
-------------------------------------------------------------------------------------------------------------- AATAAABGIER TGTTTACAATA
- - TTTTAABTTT-TTAATCABAATTA- - - - - - AAATAAAAAT - TTCTBE- - - - - - - - oo e e oo AAT - AAAGGCGTGTTTACAATAT

-------------------------------------------------------------------------------------------------------------- AAT - AAAGGCGTGTTTACAATAT
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6233 bp
size: 6233bp; fragments: 371; full length: 0 (>=5609.7bp)
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size: 7539bp; fragments: 373; full length: 0 (>=6785.1bp)

I I I I I I I
0 1000 2000 3000 4000 5000 6000 7000
TE consensus (bp)

coverage (bp)

40

100

80

60

20

After TEtrimmer Extended plot Blue lines are boundaries

I I I I I I
1000 2000 3000 4000 5000 6000
TE consensus genomic coverage plot (bp)

I
7000

TE consensus self dotplot (bp)

1500

1000

500

500 1000
TE consensus self dotplot (bp)

I
1500

No TE domain detected

500 1000
TE consensus structure and protein hits (bp)

I
1500




- =--—— -

15

divergence to consensus (%)
10

TE: Itr_ 1 family 111
size: 233bp; fragments: 95; full length: 66 (>=209.7bp)
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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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