Start crop Point End crop Point

1 MSA length = 1261
ATACACTCAGATGCAAAAAAAACGIAACGIAATTTTTCITCAAATTTIAAG ------------------------------------------------------------------
TJ|TACACTCAGATGCAAAAAAAACGCAACGGAATTTTTCGTAAATTTAAAG- - - - - - - - - - AAATTTGACGAAAAA
TATACACTCAGATGC - AAAAAAACGCAACGAARTTTTCGTCAAATTTAAAG- - - - - - - - - - AAATIITGACGAAAAA

- - -AATT - -
-AAAATTT

TTTT CGTTGCGTT—TTTTTGCATCTIAGTGIATTT
TTCT CITTGCITTTTTTTTGCATCTGAGTGTAITT
TTTTCTGTTGCGTTTTTTTE- -« - === - - - - T
TTCTCCGTTGCGTT-TTTTTGCATCTJAGTGTATAT

----- ATACACTCAGATIJCAAAAAAAACGCAACGGAATTTTTCIJCAAATTTAAAG- - - - - - - - - -[JAATTTGACGABAAA

TACACTCAGATGCAAAAAAAACGCAAIGGAATTTTT#CAAATTTAAAI ---------- AAATTTICGAAAAA
T TACACTCAGATGC—AAAAAAACICAACGGAATITTTCGTCIAATTTAAAG ---------- AAITTTGACGAI—
AAATTTGACGAAAAA

> > > >
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A AAATTTGAIGAAAA TTTTCCG TGCGTTTTTTTTICATITGAGTGTATAT
G AAATTTGACGAAAAART TT|CICRTGCTTTTTTTTGCATCTGAGTGTATAT
A A A TATACAITCAGATGC - AAAAAAACGCAACGGAATTTTTCGTAAATTTAAAR- - -------- AAATTTGACIAAAAARITTTTCTG TGCIT——TTTTTGCATCTGAITGTATAA
A A A TATACACHcacAaTGCAAAAAAAACICAACGIIBATTTTTIIGTCAAATTTAAAG - - - - - - - - - - AAATTTGACGAAAART TTTCClTTGCGTTTTTTTTGCACTGAGTGTATAAN- - - - - - - -
A A A TATACAC CAGATGCAAAAAAAACICAACGIATTTTTIGTCAAATTTAAAG ---------- AAATTTGACGAIAAA TTTTCC TTGCGTTTTTTTTGCAICTGAGTGTATAA --------
A A GGAR- - - - - - oo TA - s o m e e e e e e e s T T T T CGTCAAAT T TAAAG - - < - - s e s ottt
A - - AATATEGAG- - - - - - - - - - TETACACTCAGATGC - AAAAAAACGCAACGGAATTTTJCGTCAAATTTAAAG- - - - - - - - - - AAATTTGACGAAAAARITTCTIJCIT TGCGTTTTTTT-GCATCTGGTGTATAA T
A A TATACACTCAGATGCAAAAAAAAIGCAACIGAATTTTTCITCAAATTT——— ---------- AAATTTGACGAAAA TTTTCCGTTGCGTITITTITICATIT AG T
A A GGA TA - o o e e e e e e e e e s TTTTTCGTCAAATTTAAAM- - - - - - - - - - AAATTTACGEAAAATTcTGTTGC T
A I AlA - TATACAITCAGATGC—AAAAAAACGCAACGGAATTTTT.TIAAATTTAAA AAATTTGACHAAAAA TTTTCTGITGCIT— —TTTTTGCATCTGAITGTATAA T
ACT - - - - A = m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e s TTTTRCGTT---TTTTTTTTGCA- - - - - - - = - - - TTW------- - - C
= ARBBAG - - - - - - - - - - TACACTCAGATGC—AAAAAAACGCAACGGAATTTTICGTCA ----- AAAG TTCTICITTGCGTTTTTTT—GCATCTiIGTGTATAA -------- T
------ G A TRT e Y R .Y VXE TTTTCCGTTGCGTTTTTTTGCATCTAGTGTABA- -TA---TTT T
-------- GHlIA A TAT TATACACTCIGATGC—AAAAAAACGCAACGGAATTTTTCGTCAAATTTIAAG————————————————————————————————————————————————————————————ATI—————————— T
----------- ABA A cgr TATACACTCAGATGCAAAAAAAACGCAACGGAATTTTTCGTCAAATTTAAAG----------AAATTTGACG------n-meommceeaeaceaaeeeeeeeee-ma---TAM-AARARTT T
G ! A T TIEGAATGA - - - - - = = = = = = = o oo oo o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e oo oo TAAANTTT - - T
G A B [0 5 1 5 1L AAATTTGACGAAAAARTTCTCClTTG- -I@TTTTTTHCE- ----------TT@-------- T
G A B [0 1 5 2L AAATTTGACGAAAAA TTCTCCITTG—— TTTTTTICI -------- T
ABA A THRC CACTCAGATGC- AAAAAAACIJCAACGGAATTTTTCGTCAAATTTAARG- - - - - - - - - - AAATTTGICGAAAAARTTTTCCGTTGCITTTTTTTTGCATCTGAGTGTATATTAAAIT T
A A THT ATACACTCAGATGC - —AAAAAACGCAACGGAA.TTTCGTCAAATTTAAIG ---------- AAATTTGACGAAAAARTTITCCGTTGCYTTI T TTTTGCATCTGAGTTA- - - - - - - AATTT T
ARG - - - - - - - - - - - s m e e e e e e e e e e e e e e e e e e e AATTTAAAG- - - = = = - = - - AAATTTGACGAAAAARITTTTCCTTGCGTTTTTT- -[CATCTGAGTGTATATH-WAAATTT - - - T
ARABMAAAGAT TR CAGH - - - - - - - - - - - o oo TTTTTCGTCAAATITAAAG ---------- AAATTTGACGAIAAA TTCTCTGTTGCGTTTTTTJCAT- ------- ITITIAAATIT
ABAR - - A TATACACTCAGATGC - AAAAAAACGCAACGGAAT TTTTCGTCAAAT TTAAAG - = = = = = = = = = = m = mm e e e e e m e e e e e e e e e e e e e e e e e e m e e e e e e e e m e n o
ABAR - - A TATACACTCAGATGC - AAAAAAACGCAACGGART TTTTCGTCAAATTTAAAG - = = - = - = s - s f o f e oot L Lo ...
GBA------------- TETACACTCAGATGC - AAAAAAIIGCAACIGAATTTTTCGTAAATTTAAG - - - - - - - - - - AAATTTGARAAAA -l TTTTCCGTTGCGTTTTTTT-GCATCTGAGTGTA- - - - TAJAT]]-
GEBAN- -ABrEBBcCEBcReNE 8- - - ------------------~-~-~“- - -~ ---- TTT GECAAATTT AIG ---------- IAATTTGACGAAAAA T TTCCGTTGCITTTITITTICATCTGAITGTA.TI --------
ABA TATACACTCAGATGCAAAAAAAI—GCAACIGAATTT CGEAAATTTAAAG - - - - - - = - - - AAATTTGACGAIAA T TITITI ---------------------------- Toommo - -
AGEE - - GG TA TG TBAACGEE - - - - - - - - - - - o - o o o e e e e e e e oo oo AAATTTGACGAAAAA TTTTCCGTTGIGTTITTTTTGCATCTIAGT.ATA --------
-------- GEAREAA e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e - AAATTTGACGAAAAA TTCCGTTGCGTTTTTTTE- - TCTGAGTGTATTTHTIAAARTT

AAATTTGAclAAIAA TTTCCGTTICI———TTTTTGCAT ----------------
AAATTTGACHEMAAAAA TTTCCITTGCG—TTTTTTTGCATCTGAGTGTA """""""
AAATTIGACGAAA A TTTTCCGTTGCGTTTTTTT-TITGAGTGTAIAT
AAATTTGACGAAAAR - = = - - - - s o s mm o s m oo oo AT

AAATTEGACGAAAAANMMTTCCGTTGCGTTTTTT- -GCATCTAGTGTATATR- - - -ATTT
AAATTTGACIAAAAA TTCTCCITTICGTTTTTTTTICATCTGAGTGTA -----------

TTTTTGTCRAAT T TAAAR - - - - v e e e iFII """"""

AAATTTGAMGAAAAA TTTCCGTTGCITT—TTTTTGIATCTGAGTGTA TTRT - AAATT - -
AAATTTGACHAAAAA TTTCCITTGCG—TTTTTTTGCATCTGAGTGTA ------------
AAATTTIACGAAAA

TTTTCCGTTGCGTT—TTTTTGCATCTGAGTGTATATI ————————

AA - - - AA A GHAR - - TATACACTCAGAIGC— -AAAAAACGCAACGGA TTTTTCGTCIAATTTAIAI ---------- AAATTTGACGAAIA TTTTICGT-TTTTTTTTGCAICTGAGTGTA—AT -----------
T--- AA A ABAM- - A ATACACTCAGATGC———AAAAACICAACGGAA TTTTCGTCAAATTTAAAG = = = = = & & & o o o o e f et f e f e et f d f e e e e e e e e e e e e 2 R
ATAAA AA A ABABAAA TATACACTCAGATGC - AAAAAAACGCAACGGA TTTTTCGTCAAAITTAAAG ---------- AAATTTGACGAAAAA TTITCCGTTGCGTT—TTTTTGCATITGAGTGTATTTI——AAATT——
U |

AAITTTGACGAAAAA TTTTCCGTTGCGTTTTTTTT CATCTGAGTGTATIA --------
AAATTTGACIAAAAA TTTCCGTTGCGTTTTTTTTECATCTG------=----=--------
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----------------------------- ATTTTTCGTCAAATTTAAAG - = = = = = = = m % mm @t @t @ a @ ot @t @t ot & f ot &t @t mf e mf it @i e mm e e e e ae i aeae e
TATACACTCAGATGC - AAAAAAACGCAACGGAIT TTTTCGTCAAATTTAAAG- - - = = = = - - - AAATTTGAGAAAAARTTRTCCGTTGCGTT-TTTTTGCATCTGAGTGTATTT- - AAATT - -

TATACACTCAGATCAAAAAAAACGCBACGGAATTTTTCGTAAABT TAAG - - - - - - - - - o cm oo oo
----------------------------------------------------------- AAITTAAAG——————————AAATTTGAIGAIAA TTTTRTGTE - - - - m e e
-------------------------------------------------------------------------------------------------------------- B rT------- - -WTTTTCTGTTGCGTTTTTTTTGCATCTGAGTGTATAT
---------------------------------------------------------------------------------------------- AAATTEGARGAAARARTTTTCCRTTGCGTTTTTT TERTT - - - - - - - - - —A]

- -A TACACTCAGATGCAAAAAAAACTCAACGGAAT TTTTCGTCAAATTTAAAG - - - - - - - o s s s o st oL oo oo A

AAAGARCT TTCCATRAT TG-------- BrrccanArAAAACGCAACGGAAITT - CGTCAAATTTAAAG - - - - - - - - - AAATTTGANGAAAAAT TTCCGTTGCGTTTTTTT-GCATCTGGTGT - - - - - - - - - - - - -

————————— TACACTCAGATGC - AAAAAAACGCAACGGAATTTTTCGTCAAATTTAAAG- - - - - - - - - -AAATTTGABGAAAA

————————— TACACTCAGATGC - AAAAAAACGCAACGGAATTTTTCGTCAAATTTAAAG - - ------- -AAATTTGABGAAAARRTTCTCHBGTTGCGTTTTTTTTGCATCTGIGTGTATAT

ITTIAC AAAAA TTCTGTTGCGTTTTTTTTICATCTGAGTGTAT -----------
TT

TTCTCRGTTGCGTTTTTTTTGCATCTGERGTGTATAT

ACHRAAAAA TTCTGTTGCGTTTTTTTTEWCATCTGAGTGTAT ---=-=-=-=-=-=---

- - ATABTT TERTRGATAG - - - - - - - - - - - - - - AATTTABAG - - - - - o - e e e e Lo

------------------------------------ AACGGAABT TTTIGT CAAATTTAAAG - - = - = - - - c s s s s ettt AA
TATACACTCAGATGC—AAAAAAAIGCAACGGAATTTTTCGTCAAATTI—AAG ---------- AAATTJGARGAAAAARTTCTCCGTTGCGTTTTTTTTGCATTGAGTGTATAT
TATACACTCAGATGC - AAAAAAACGCAACGGIIAT T T T TCGT CAAAT T - AAG - - - - - & o o oo o i e i et e e e e e e e e e e i e e e i ee e AT

- -A@A- - TACACTCAGATGCAAAAIAAACGCAACGGIATTTITCG CAAAT T TAAAG - = = = = = = = = = == & s o e o e o e m e o et e e e e e e e e e e e e e e e e e

- - -AGABETCECTHETET BrAcrBTBACATGC - AAAAAAICICAACGGAATTTTTIG!IAAATTTAAAI --------------------------------------------------------------------------------------------------------------

TTCTHTHT TGEGTTTTTT- -GCATCTGAGTGTATAA
TTTI!I!TTGC TTTTTTTTGCATCTGGTGTATAA
TTTTCTGTTGCRTTTTTT--GCATCTGAGGTATAA
LI O O I N ToTC I 8 5 s
TTT T T TG T T T TTTTTGC -« e e e e e e e e o

CGAAAAA
AAATTTGACGAAAAA
AAAITT————AAAAA
AIATTTGACG.AAA

AAAAAAACGCAR-JIGAATTTTTClTCAAATTTAAAG
--------------------------------------- ClcllcAcAaTGCAAAAAARACIICAACGGAATTTTTCGTC- AATTTAAAN

TR TR TA- - - - TTTTHGERARETTT - AAG
------ ATACACTCAGATGCAAAAAAAACGCAACIGAATTTIT T - - TTTAAAI
TTATT - -

—————— ATACACTCAIATGCAAAAAAAACGCAACGGAATTT TTTAAA

TT
TT
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa
size: 1261bp; fragments: 19166; full length: 17 (>=1134.9bp)

Lo
N

divergence to consensus (%)

|

coverage (bp)

4000

u

2000

I
0 200

I I I
400 600 800
TE consensus (bp)

I I
1000 1200

8000

6000

After TEtrimmer 1261 bp

N

I I I I
200 400 600 800 1000
TE consensus genomic coverage plot (bp)

I
1200

TE consensus self dotplot (bp)

400 600 800 1000 1200

200

0

I
200

400 600 800
TE consensus self dotplot (bp)

I
1000

I
1200

No TE domain detected

0

I I I I I
200 400 600 800 1000
TE consensus structure and protein hits (bp)

I
1200




, 3567 fasta.b.bed_ufbed g Lbed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries

size: 1568bp; fragments: 17903; full length: 0 (>=1411.2bp)
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divergence to consensus (%)

TE: rnd_5 family 3567

size: 1138bp; fragments: 18837; full length: 25 (>=1024.2bp)
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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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