Start crop Point End crop Point

1 MSA length = 1365 1
A TABAART N N GGCAAATGIMBTATTTGCCTAG- - -« -« - - - - ATTAGCAAATGACTATTTGJCTAAATTTGCTTTATGCCTACGACABBTARAAAATRTA- - - - - - -- AARAA - - AATIITA - TRTIITR - ABTARAT
A - TAAAATT I -AATATEB- - AAATIBTBATATGTCGTAGGCATEAAGCTAATTTAGIC - AATAGTCATTTGCCTAG= =« ===« ===« - - - GCAAATATTATTTGCCTAJATTTGCTTTATGCCTACGACABATAA - - ARTTTAAR T T TET AGIREGGT A
A -ABAT-ATABAARTTABATGTCGTAGGCATAAAGTAATTTAGGCAAATIRTCATT|cCCAG- - - - - - - - - - ATTAGCAAATGACTRTT|cccTAAATTTGCTTTATGCCECGARMTAR- - AAAATTTAARARTTATT AA - -
A TT -AATAT-ATA-AARTTATATGTCGTAGGCATAAAGCTAATTTGIICAAATAGTCATTTGCCTAG- === -« - - - - L B e T AAA - - = = -« - - - - TATTTRAGIAAAGAATTTA - TARATETARTAART
G TTATATGTCTAGGCATAAAGHTAATTTABGIHAAATAGT CATTTOCTAG - - - - - - e m e m e L < T--BTTAAAT
TN R 51 1 IR S 1 1 ATTERTARATGACTATTGCRTAAATTTClT TATccTACGACATATAAAAAACETIRABATTTAT T T A ARBAAAARART - - - - - TATA- - - - AAA
ACTGACT T TR TGGET - - - - - TT R TG T 7 T AT A - - - - - - - - - - o o o o o o o o o e et e o e e e e e e oo ATTAGEAAATGACTA- - - -CCTAAATTTGCTTTATGCTECGACATATAARAAATTTEEAATTRTTT AAATBTAARTA- - - - - TAllA
ABCEEE T T TT-------TT---c-cooo e o cTATA- - - - AR - - - - - - o oo o e e e e e AARARTT c ATTTAATATATA-ATIAABT
A ATATGTCG- - - -CATAAAGCTAATTTAGCHAAATAGTCATTTGCCTAG- - - - - - - - - - ATTAGCAAATGECTATTTGCCTAAATTTGCTTTATGCTACGACATARAR-------- ATITA -------- AAGT
A - -TAAAA- -TTERETTTHREE - - - - - - --- - - - TTATATGTCGTAGGCATAAAGCTATTTAGGCAAATAGTCATTTG- - -« -« -« --c--- ITIAGCAIAT TPATTTGCCTAAATTTGCTTTATGCCTACGACATATAA - - - - - - - Al - AATT———-TACA TAAAT
AATEACCE TG TATA T AAAATTTEGEEA T THARAA - - - - - - o o o o AT - o s = o s s oo e e o oo e oo oo e e oo oo TOA T TRGCTAG---------- ABTAAATGACTART TCBT@AATTTGRTTTATGCCTACGACATATRA- - -ATTBA- - - - - - - - AAAA 8- - - - - TATfC TT
------------------------------------------------------------------- AT CAAATGABTATTTGECTAAATTCETTTATGCCTRCGACETATA- - - - -« -« -------- ———TIT CATATTA AT
-------------------------------------------------------------------------------------------------------------- ATTAGCAAATJACTATTTGCCTAARTTTGCTTTATGCCTACGACATATAA ABT---TAT TITATTAAAT
TTT - -AAATTTT AT--GCAAATGACTATTTGCCTAAATTTGCTTEATHCCTACGABATATAA- - - - - - - -BAATTCHT TETHAGABAAAA - - - - - - - - - - -~ - TABTAAAT
TAAAGTTT T T THRBAA - - - - - - - - - - A - - - oo oo oo ool - BEATGAGE - AGA- - - - -BAR- - - - - - CATTARAT

------------------------------------------------------------------------------------ ATTA- - AAATGJICTATTTGCCTAAATTTGCTTTATGCCTCGACATATAA - - -« - - <A - - - - - - TACA----AAAM
ATBABTAAATRACEATTTGCCTAAATTTGCTTTATGECTACGACATATA - < - - -« v e e e

TAGGCATAAAGCTAATTTAGGCAAATIGTCATTTGCCTAG
c TAGGCATAAATAATTTAGGJAAATAGTCATTTGCCTAG

TTA

TTATATGTCGTAG.ATAAAGC AATTTAGGCAAATEGTCATTTGCCTA - - - - - - - - - o oo oot oo oo Lo
-------------------------------------------------------------------------- ATTAGCAAATGICTATTTITIIAATTTGCTTTATRCCTACGARATATAAAAAATIIAAAATTT - - - - - - -TATTRAAT
------------------------------------------------------------ ARIAGCAAATGACTATTTGC- - - AATTTGC|TTATcCTACGcATAAA - .- ---TATTGABT

- - -TATGTCGTAGGCATAAABCTAATTTAG- - - -BTAGTCATTTGCITAG- - - - - -« -« - - - - - GCAAATGACTATTTGCCTAAATTTIRCTTTATGCCTACGACATATAABRGE T TTAGAMT TCET T TRGEAGTAAAG- - - - - - - - - --------- AAA -
ABTTATATGTCGTAGGRATAAAGCTAATTTAGGCAAATAGT CAT TTCCT AR - - - - - - v e e e e e e S TTRTGAATAAA - - - - e e e e -

------------------------------------------------------------------------------------------------------ TA--AAATGATTATTTGCCTAAATTTCTTTATGCRTARGACATATAR- - - - - - -A-- - - AAAAATT - - - - - TATA-- - -A

- AA ATATTAA TATATATCGTAGGCATAAAGCTAATTTAGGCAAAT;IEiATTTGCCTAI ---------- ATTAGCAAATGACTATTTGCCTAAATTTGTTTATGCCTACGACATEIAABANICH----- - - - ATTT AGAABATTTAR- AJJATATAT - ABAT
AAATIRTE- - - - TATATATCGTAGGCATAAAGCTAATTTAGGCAAAT AT T TGO TAG - - - - - - o s m o f ot ot TT A mm e
AATAN- - - - - - TGTCGTAGGCATAAAGCTATTTAGGCAAATAGTCATTTGCCTAG- - - - - - - - - - ATTABICAAATGACTATTTGCCTAAATTTGCTTTATGCCTACGACATAT|JABAARICT - - AAATTT- -TT -AATTTA--ATATA-ATTAAAT
--------------------------------------------------------------------------- ITAAATIACTATTT.CTAIATT-TTIATGCCTACIAIATAT————————————————————————————————————————————————————
—AAIATA --------------------------------------------------------------------------------------------------------------------------- AAA- - - - - AGA- - - - - TGA---=---=-- AAA -
ARATATE- - - - - - -ATATGTCTAGGCABRAAGCTAATETAGCHAAATABBCATTTGCHTAG- - - - - - - - - - ATTAGCAAATGACEABTTGCCTAAATTTIRCTTTATGCCTACHACAB@TAA - - - - -« - oo - ATT AGA-AATHE------------- AAAT
-AATAN- - - - - - TGTCGTAGGCATAAAGCTATTTAGGCAAATAGTCATTTGCCTAG- - - - - - - - - - ATTAICAAATGACTATTTGCCTAAATTTGCTTTATGCCTACGACATATIAIAA CT--AAATTT--TT AAB-AATTTA--ATATA-ATTAAAT
------------------------------------------------------------ ATTAGCAAATG ATTTGC———AATTT TTTATG CTACGAC TATAAAA AT AAATTTAT T AAA - TTAA- -TATH- - - - AAAT
------------------------------------------------------------ ATTAGCAAATG c ATTTGC---AATTTITTTATG CTACGAC TATAAAA AT AAATTTAT T AAA - I ITTAA——TATI————AAAT
------------------------------------------------------------ ATTAGCAAATIACTATTTGCCTAATTTHC V- V.V-N 1 I AAAATT - - - -ATACATATT---T
---------------- TAIIGITAATTTIGGCIAITAGTCATTTGCCTAI Y.V |
TATHTGTCGTAGGCATAMAGCTAATTTAGGCAAATAGTCATTTGCCTAG TATAT---- - - AA
TTITITATCGTAGGCATAAAGCTAATTTAIGCAAATAGICATTTGICTAG ------ TACE- - - -!
-------------------------------------------------------------------------------------------------------------------------------------------------------------- ATB--TA--AAAT
------------------------------------------------------------ ATTAGCAAATGACTATTTGCCTAAATTTGCTTTATCCTARGACATATAAAAATTTAAAATTT - - - oo - -BATTAAAT
-------------------------------------------------------------------------------------------------------------- AAAACTTAAAARTIA AAABTTG-TA----TATTEAEH
TBATATGTCGTAGGCARAAABBTAATTTAGGCABATAGT CATTTGCCTAG = - - - - = - & s - ottt et oo oo AAAAATTTAA- - - - == - - - - AAT
ATATGTCGTAGGCATAAAGCTAATTTAGGCAAATAGTIIAT TTGCCTAG - = = = = = = = = & = oo e m e e e o e e e o e e e e e et e e i e it e e e e e e e AAAGTRBAAART T TEE TETCAACEEACTAART TG -ATAT- - - - - -- T

----------- AIT AJATGTCGTAGGCATAAAGCTAATTJAGGCAAATAGT ATTTICCTAG——————————————————————————————————————————————————————————————————————————————————————————————————————————————
-------------- TTATATGTCGTAGATAAAGCAATTTAGGCAAATIGTCATTTGCCTAR- - - - - - - - - -ATTAJCAAATGACTATTTGCTAATTTGCTTTATGCCTACGAATATAAAAAATTTAAAATTTABIT TAAT-JJaca-ATarAR
AAATATATTAAAI ------------------------------------------------------------ ATTAGCAAATGACTATTBcTAAATTGCTTTATGCCTACGCATATRAAAAATTTAAAATITARTT AAGAA TEAATATHBATET - - - -7
- AATATAATAAABGT TBTATGTCGTAGGCATAAAGCTAAT T TAGGCAAAAGT CAT T TGCCTAG - - - - - - - - - oo ot Lo o ooo....___._.._._._.

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- TT

AT--BTAAATRATEAGT TBCCTAAATTGCTTTATGCCTABGACATATAAABAATRTA- - - - - - ATTT AIAAAIT———TA AT-TRTIEAA

ATTAGCAAATRACTATTTGCCTJAATTTGTTTATGCCTACGACATAABAAARTTTA- - - - - - - - TT AAA-JATT ATA- - - -@BANlT

TTATATGTCGTAGGCATAAAGCTAATTTAGJCAAATIIGTCATTTGCCTAG- - - - - - - - - - ATTEGTAAATGACTATTT CCTAAATTTCTTTATlCTACGACATATAAAAABCH- - AAATTCATTT- - - - - - - - - AAAITTGATR- - - - TATTAAAT

BB AT TAGECATAAAGCTAATTTAGGCAAAT AT CAT T TGCCTAG - - - - - - - - s ettt ATRT

TTATATGTCGTAGGCATAAAGCTAATTTAGGCAAATAGTEATTTGCCTAG
TTATATGTCGTAGGCATAAAGCTAATTTAGGCAAATAGTEATTTGCCTAG

T.TITATIGTAGGCITAAAGCTAATTTAG CAAATAGTCATTTGCCTAG
_______________________ A-T GCAAATAGTCATTTGCCTAG
..................... CTAATTT GGCAAATAGTCAITTGICTAG

TTATAIGTCGTAGGCATAAAGCTAATTTAGGCAAATAITIATTTGCCTAG
T ATATGTCGTAGGCAIAAA.TAATTTAGGCAIATAGTCATTTGCCTAG
TT ATGTCGTAGGCATAAAGCTAATTTAGGCAAATAGTCATTTGCITAG

------------------------------------------------------------ ATTAGCAAATGATaTT T ccTAAATTTGlTTATGCCTACARATARAAARAATTTAAAATRT - - TT GAGARTT - - - TATATA- - - TAAAT
TATGBHGTAGGCATAAABCTAATTTAGGCAAAT AR TIAB T TGCCTAG- - - - - oo e e Brrr AGA
BGG T TAGGCAAATAGTIAT TTOICTAG - - = - = - =« s - s m s m s ot Lol AATTTRAA- - - TATTT A--A----TA-TBEA- - - - - TAlAR

AIA

TTTBGGA - - - - - - - - - o A - - - o o o e e e e e e et e oo oo o - S TTIACAAGEAAAA - - - - - TA-------- ABTBAA -

.......... TTT AAAGAATTTAAIA.CATAT—AAAT
AA-BIATT--------- THRTT----

CECmATT - - - - - - - - - CITT————
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" T !l l | MII ;wull ‘ H HHI ‘ H e +
Rl — i J 1 wl1 h

J \ \H

' ||1 \H m ‘*H "1

\H\

'ii”n !il:ll | l ll m ‘ ‘ ‘
| ||!| || I I:l"|'|i||'I :I'|'|!'i “ 'L'J'”' WMIIM""W-' F ’\ ' h H ‘ ‘ " Il'l'“lmlm
i b 1 l||“|| Ihﬁlﬂillﬂllﬂllﬂlllﬂllhmumm AT T \ \ | !lijli!r! A AR I ™™ - iI | | | !'m'l |

A TE =

iy, ""ﬁ" WAL
L

- {r T ———
Mn I.MMM'MWI “%!W%wwﬂmwmnmu TRl

i % gy ===

i (R T . T IIIIIII-]H[I m”ll
mlﬂ T T A e ——

"u \ '
‘\ ,\ a. NHIIIILIIIIIIHIHMII\WIIIHHMM ................................................................. .
4 i M ...n m.m.u':m.'” o “mmmumnm A
| |||i | !ﬁ| | I!|I| " Il B

NRRIURAONN VTR ORI E A0 A ke r T I




ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f

divergence to consensus (%)

20

15

10

5

size: 1365bp; fragments: 177; full length: 1 (>=1228.5bp)

I I I I I I
0 200 400 600 800 1000 1200
TE consensus (bp)

coverage (bp)

60

50

40

30

20

10

After TEtrimmer 1365 bp

I I I I I I
200 400 600 800 1000 1200
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

400 600 800 1000 1200

200

I
200

400 600 800 1000
TE consensus self dotplot (bp)

I
1200

No TE domain detected

I I I I I I
200 400 600 800 1000 1200
TE consensus structure and protein hits (bp)




d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0.0 I After TEtrimmer Extended plot Blue lines are boundaries
size: 1719bp; fragments: 47; full length: 0 (>=1547.1bp)

o _|
N o
&7 21 O\
-
= I =
S S 3
2 o
S5 04 —
e — =3
0 0 o S -
= —~ 3 =
@) Q (]
(&) (@)] (7))
o © "
o 3 2 No TE domain detected
c (&) 8 . B
@ (2]
> S o
g S 3.
D o+ Lll_J
lD —
(=] T T T (=] T T T (=] T T T T T T
0 500 1000 1500 500 1000 1500 0 500 1000 1500 0 500 1000 1500

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



divergence to consensus (%)

5

20

15

10

size: 1343bp; fragments: 171; full length: 1 (>=1208.7bp)

TE: rnd_5 family 6963

I
200

I I I I
400 600 800 1000
TE consensus (bp)

I
1200

coverage (bp)

40

30

20

10

Before TEtrimmer 1343 bp

I 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

AN

AN

I
200

400 600 800 1000
TE consensus self dotplot (bp)

I
1200

No TE domain detected

I I I I I I
200 400 600 800 1000 1200
TE consensus structure and protein hits (bp)




Before TEtrimmer ORF and PFAM domain plot
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