Start crop Point End crop Point

1 MSA length = 1025
------- GTGTCTGAAAAGTTTCCGAMCTACTTAACGGCACATCATAAA - == m - m s e e e e TGCRGABAABBA TG CC TAC--TTT cGGHTTEAREAGGTGIAGC
----------- CTGAAAAITTTCCGAICTACTITAATGGCACATCATAAA IGAI— - CﬂTAITATTT!TGGIT‘AIAGGTGIAAC
ATACGAGG-TCTGAAAAGTTTCCGACCTACTGTAACIGCAIA-AAA --------------------------------------------------------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- .T - - - -ATA
ATAIGAGGGTITITGAAAAGTTTCIGACCTACTGTAACIGCICATCATAIA ---------- CTCGGAGACAAATTTIGTCAAAIGAGAATCACCTTCG AAACAAITATTTTGC GA TACTATTT TTEA - -BGGT AGC
ATACGIGGGTGTCTIAAAAGTTTCCGACCTACTGAAATGGCACATCATAAA ---------- CTIAGAG CAAATTTTG.AAATGAGAATCACCTIC T—IAIAATTATTTTGT GA TACTATTT TTHABAGATGEEBAAC
ATACGAGGGTGTCTGAAAARTTTCCGACCTACTGAAACGGCACATCATARA- - - - - - - - - - CTCGGAGARAAATTTTGTCAAATIHARA - - - - oo e e TGCHGA TACBATTT TTHABBAGA TGEEAGC

GT
AGC

TACGABGGTGTCTGAAAAGTTTCCIMACCTACTGAAATGCACATCATAAA - - - - o - o m e m oL

ATACGAGGGTGTCTGAAAAGTTTCCGACCTACTGAAATGGCACATCATAAA - - - - = - = - - - CTCGGAGA = = = = = = = = = o e o e o e o e e e e e
------- BrGTCTGAABAGTTTCCGACTTATGTAACGGCACABCATAAA - - - - - - - e m e

ATACGAGGGTGTCTGAAAAGTTTCCACCTATGTAAT CATIATAAA - - - - - - oot e et Lol
ATACGAGGGTGETGAAAARTTTCCEACCTACTGTAACGHIACATC - = - AA= - = - = - = - == o= oo st oo oL L L L L Lo Lol

TATTTEBA - - - - -

______________________________________________________________________________________________________________ A
-------------------------------------------------------------------------------------------------------------- ANTATTT
------------- GAAAGT TTCCGACCTACTTAACIGCACATCATAAA - - - - -« - x o x o m ottt T T
-------------------------------------------------------------------------------------------------------------- TACTA

AGC
AAC

---------------------------------------------------------------------------------------------------------------------------------------------------------------- AlTACTATTTEEATGGE T TEARBAG - -G
-------------------------------------------------------------------------------------------------------------- AC T@A ATG
-------------------------------------------------------------------------------------------------------------- AfjTATT TGATTT AA

BoGT T CTGAAAAGTTTCCACCTACTGTAACGGCACAT - - - - - - - - o oo e oo oo e oo oo
............ TefjaaacTTTCCGACTACGTAATGCACATCATAAA

H A

ATACGAGGGTGTCTGAAAAGTTTCCGACITACTGTAATGGCACATCATAAA
TACGAGGGTGTCTGAAAAGTTTCCGACCTACTGAAATGGCACATCATAAA

-------------------------------------------------------------------------------------------------------------- CACEA G~ BECATCRAREAT TTAT CAG
-------------------------------------------------------------------------------------------------------------- ToCHGARAAABACGTCRABMTACTATTTEBBAC
CTCIGAGACAAATTTTGTCAAATGAGAITCATCTTCGTAAAIAAITATTTTGC GABAAA ACGIC ABTACTAIBTEEACGG

------------------------------------------------------------ TGCHGABAA - - - - - - - - - - - - - - ABTEEATGG

TACBA- - - - - - oo T
TACEATT TEBANGGETT
T TTTEEACHGEHT

---------------------------------------------------------------------------------------------------------------------------------------------------------------- THCGA @ ABEACA - -BABTACTATTT
------------ TGAAAAGTTTCCIICTACTGAAATGGCACATCATAAA- - - - - - - - - - CTCGGAGAJAAATTTTGTCAAATAGAATIACCT|ccTAAACAATlTTTTGC AA!ACGCCIAITACTATTT
------ GETGTCTGAAAART TTIRCGACCTATTGAAATGGCACATCRBTAIA - - - - - - m e e BT -
ATACGAGGGTIRTCTGAAAAGTTTCCACCTACTGAABTGGCACATCATAIIA - - = - = - = - = - = - == o= o= s oot oo oo Lo L L L L L Lo ooooooooo.o

TACGAGGITGTCTGAAAAGTTTCCGACCTACTGAAATGGCACATCITA A-cmmm oo CTCGGAGACAAATTTTGTCAAATIAIAATCA ------------------- TGC
CTCGGAGACAAATTTTGTCAAA- - - - - ATCATCTTCGTAAACAATTATTTTGC
CTCGGAIACAAATITIGTCAAATGAGAITCACCTTCITAAACAATTATTTTGC

AAA
AAA

AIAI I

............................................................ ACGCC ACTATTT.ACG.T.A.AGATAEC

THCEGABAAA
CTCGGAGACAAATTTTGTCAAATGAGAATCATCTTTITAAACAATTATTTTICLALAAIACACC ————————————————————————— ATG C

ABAAABACGTCBABTACTATTT AGATGIBAGT
AA ATGIT TACIATIT AAAT AGT

ATACCEA
ACGCCEA
ACGTGGA

TACTATTT
TACTITTT
TACTATTT

ACABATTTTATCAAATGAGAATCACCTTCGTAAACA- - - - - - - AAABACGCCBABTACTATTT AGG - - - - AGC
ATAAAA - = = = =« m e e e e o TATATHT TTT c- - ABATABGEIGGGTGTCTGAAAAGTTTCCGACCTATTGAAATGGCACATCANAAA AAA TABCAABTGAGAATCATCTTTITAAACAATTATTTTGC AAABACGCCBABTARTRTTT AART AAC
ATAAAA - = = = =« m e e e e o TATATIT.TTT.————-AIATAIGIGGGTGTCTGAAAAGTTTCCGACCTATTGAAATGGCACATCAIAAA AAA TAICAA TGAGAATCATCTTTITAAACAATTATTTTGC AAABACGCCEBA TAITITTT AA AAC
-------------------------------------------------------------------------------------------------------------- ACAAATTTTGTCAAMTGAGAATCACCTTCGTAAACAATTATTTGC AAABACGCCBABIMACTATTT e - AGC

-------------------------- TIAITTT.A—IT— Ce - ATACGAGGGTGTCTGAAAAGITT CGACCTATTGAAATGGCACATEBATAAA - - - - - - - - —ITCAGAGAIAAATTTTGTCAAATGAGAATCACCTTCGTAAACAATTATITTGCIGAIAAAIACGCCIAITACTATT
----------------------------------------------- GITGTCTGAAAAGTT GACCTACTGAAATGGCACATC TAIA——————————CTCGGAGACAAATTTTGTCAAATGAIAATCACCTTCGTIAACAITTATTTT T
------------------------------------------------ TACIAGGGTITCTGAAAAGTT CCGACCTATTGAAATGGIACATCA N 1]
-------------------------------------------------------------------------------------------------------------- CTCGGIGACAAATTTTGTIAAATGAGA.CACCTTCGTAAACAATTATTTTGC

A ACGAGGITGTCTGAAAAGTTTCCGAICTACIGAAATGGCAIAICATAIA ---------- CTCGGA- - - - - ATITTGTCAAAIGAGAATCACITTCGTAAACAATTATTTTGC TACTATTT

ACGAGGGTGTCTGAABAGT TTCCGACCTATTGAAATGGCACATCATAAA - - = - =« =« s x s m s m s oo oo TGC
ATACGAGGGTGTCTGAAAAGTTTCCGACCTACTGAAATGGCACATCATA - = = = = & 5 %t m ot m ot m ot f e &t &t m ot &t d it d i e df e e i e m i e mameamea o TGT

TACTATTT

TACTATTT TTHRABBRAAATGEEAGC
TACTATTT TTRAAGAGATGGEGGAGC

ACAT CABAAA - - - - o ool

ATACGAGGGTGTITGAAIAGTTTCCGACCTACTGAAATGGCACA CATAAA - - = = = = = = = - CTCG.GACAAATTTTGTCAAATGAGAATCACCTTCGTAAACAATTATTTTGC
TACGAGGGTGTCTGAAAAGTTT CGACCIACTGAAATG CACBITCATAAA - - - - - oo - - . CTCAGAGACAAATTTTATCAAITGAGAATCACCTITGTAAAIAATIATTTTIC
ATACGAIGGTGTCTGAAAAGTTT CGACCTATTGAAATING
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1025 bp

size: 1025bp; fragments: 605; full length: 150 (>=922.5bp)

o
o _|
o
—
o
O —
Kp]
2 o 3
~
< <] Q 3
S <)
+—
g o ©
7] Q S
o 2 2 =
QO o) © 8 —
(7)) ~ ©
c o S
(@) — Q B 4 [o5)
(&) % ™ w0
= = § g No TE domain detected
L o | B — o o
_ (e _
e - 3 8 o S
(0]
: .
T = 9.
N
o
o —
N
o
o T T T T T u‘_‘) B T T T T T o T T T T T T T T T T
0 200 400 600 800 1000 200 400 600 800 1000 0 200 400 600 800 1000 0 200 400 600 800 1000

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



fastab.bed ufbed g 2.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 1317bp; fragments: 415; full length: 0 (>=1185.3bp)
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TE: md 3 family 432 Before TEtrimmer 442 bp

size: 442bp; fragments: 468; full length: 3 (>=397.8bp)
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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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[E consensus before TEtrimmer (bp)
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