Start crop Point End crop Point

1 MSA length = 1211
-------------------------------------------------------------------------------------------- CCBlGTCH----------ATGAAAAGTARICGARGTTAAGGAAATTT§TGATTTTACGTATTCTfTG e e e e
-------------------------------------------------------------------------------------------------------------- ATAAAAGTACCGACGTTAAGTGAANTTTCTGATTTGTCGTATTCTGTGET e e e e e
TGTTITHA CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCTTTCcA---------- ATGAAAAGT]cclilic TTAIG.A‘TITCT ------------------- TR A AR - - - - - - - e
---T----MABCACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA - == ---=--- ATGAAAAGTACCGARGTTAAGTGAAATTTCTGATTTGTACGTITTCTRTG- - - - - - - - AT ATCRETAG GTRA - - - - - - - - - - - - - - -
----- T----TAJJCACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCGTTGTCA- - - - - - - - - - ATGAAAAGTACIIGACHTTAAGTGAARTTTCTGATTTGTACTATTCTGTG e

ATPAAAAGTACCGACYTTAITGAAATTTCTGATTTGTACGTATTCTGTG
ATGAAAAGTACCGACGTTAAGTGAAATTTCBGATTTGTACGTATTCTGTG--------MTIETERRIEGET e T ABAl- - - - - - ---------------
ATGAAAAGTACCGACITTAAGTGAAATTT TGATTTITACGTATTCTITG
TABCAAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCGTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCBGATTTGTACGTATTCTGTG

CACAGAJJTACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - -« -« - - - ATGAAAAGTACCGABGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
TABCACAGAATACGTACAAATCAGAAGTTTCECTTATAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATGJAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATGAAABMIGTACCGACGTTAAGTGAAATTTCTGATTTITACGTATTCTGTG
AT.AAA TACCIAIGTTA.TGAAATTTCTG.TTITA-ATTITGT—
ATGAAAAMITACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATIAAAAGTACCGACGTTAAGTIAAATTICTGAITTGTA—GTATTCTGTG
ATGABAAGTACCGACGTTAAGTGAAA T TCGATTTGTACGTATTCTGTG
ATGAAAAGTACCGACITTAAGTGAAA!iTC!iATTTGTACGTATTCTGTG

TAT -

- 4 -4 o4 4 4 - -

ATGAAAAGTACCGACETTAAGTGAAATHTCTEATTTGTACGTATTCTGTG
AICACAIAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA —————————— ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
- - —ACAGAATACGTACAAATCAGAAGTTTIAITTATAGGATTTTCCTTGTCA —————————— ATGAAAAGTACCGACGTTAAGTGAAATTTCTIATTTGTACGTATTCTGTG

------------------------------------------------------------ ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG- - - - - -

CACAGAATACGTICAAATCAGAAGITTCAC - -ATAGGATTTTCCTTGTCA---------- ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGIATTCTGIGIT-A
CACAGAATACGTACAAATCAGAAGTTTJACTTATAGGATTTTCGTTGTA- - - - ------ ATGAAAAGTACCGANGI|TAAGTGAAATTTCTGATTTGTACGTATTCTGTG- - - - - - - -
CACAGAJTACGTACAAATCAGAAGTTJCACTTATAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTABCGABGTTATGTGAAATTTCTGATTTGTACGTATRCTGTCE TAGEGATE TGTEACT TG AGTAT TATE- - - - - - - - -------------
-------------- AAATCAGAAGTTT TTITA.ATTTTCITTITIA— S - - ----ATGAAAAGTAC CGTTAAGTGA.TTTITIATTTITACGTAT!ITGTG e e
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA - - - - == - = - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACTIGATTCTGTG - - - - - - - GCAGEAGTAGARA - - - - - - - - - - - - oo

CAC———ATACITACAAATCAI

AAGTITCACTIATAGGATTTTCGTTGTCA ---------- ATGAAAAGTACCGAIGTTAA TGAAATTTCTGATTTGTACGTATTICTGTG- - ------GCAETAGETGGAGEAL - - - - - - - - ------------------
CACAGAATACGTACAAA.A

AAGTTTCICTTATAGGATTTTCCTTGTCA —————————— ATGAAAAGTACCGACGTTAA TiIAATTTCTGATTTGTACGTATTCTGTG
A

- -ACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - == - ==~ - - ATGAAAA - - = = = = = = - = - TAGTRAAATTTCTGATTTGTACETABTCTTCGETATACE - - - - - - - - -BAGAA- - - - - - - - - - -
CACAGAAIACGTACAAATCAGAAGTT—CAITTATAGGATTTTCCTTITCA ---------- ATGAAAIGTACCGICGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG ------------------------------------------
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - == - = - - ATGAAAAGTACCGACGTTAAGTGAAATIRTCTGATTTRTARETATTCTGTG- - - - - - - -MT AT TTETETABAG- - - - - - - - - - - - - -

AGAATETACAAATC.AAITTTCACTTATAIGATTTTCCTTGTCA ---------- ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTA!TATICIGTG
CACAGAAT TACAAATCAGAAGTTTIBT TIIAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG

CAIAGAATACGTACAAAICAGAA TTTCACTTATAMGATTTTCGTTGTCA- - - - - - - - - ATGAAAAGTACCGACGTTAAITGAAATTTCTGATTTGT.GTATTCTGTG
———AGIAIA GIAC AATCAGAAG TTCACTIATAG ATTTTCCTTGTCA- = =« = = = = - - ATGAAAAGTACCGAC TTAAGTGAIATTTCTGATTTGTACGTATTCTGTG
CAGAATAMGTARREAATCAGA TTTCACTTATAGGAITTT

IiTTGTCA ---------- ATGAAAAGTACCGAC TTAAGTGAAATTTCTGATTTGTACITATTCTGT

ACAGA.ACGTA AAATIAIAAGTTTCACTTATIGGATTTT TICA ---------- ITGAAAAGTACCGAC TTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
------------------------------ TTATAGGATfrTCcT CA----------ATGAAAAGTACCGACMT TAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA - - -~~~ -~ - - ATGAAAAGTABCGACGTTAAGTGAAATTTCGATTTGTACGTATTCTGTG
CACAGAAICGTACAAATCAGAAGTTTCACIITATAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTAICGAC TTAJJGTGAAATTTCTGATTTGTACGTATTCTTG
CACAGAATACGTACAAATCAGAARIT - - - - CTTATBGGATTTTCCTTGTCA - - - - - - - - - ATGAAAAGTACCGACHTTAAGTGAAA-TTCTGATTTJTACGTATTCTGTG
CICAGAATACGTACAAATCAGAAGTTTIAITTAT!IGATTTTCCTTGTCA ---------- ATGAAAAITACCGAI!TTAAGTGAAATTTCTGATTTGTACITATTCTGTG
CACAGAATACGTACAAATCAGAAGTTTIACT TPITAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTIICTGATTTGTACGTATTCTGTG
CACAGAATACG|JCAAATCAGAAGTTTCACTTATAGGATTTTCGTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTIAAGTGAAATTICTGATTTGTACITAITCTGTG
CACAGAATARIGTACAAATCAGAAGITTACTTATAGGATTTTCCTTTCA- - - - - - - - - - ATGAAAAGTACCGAJJGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG

ACAGAATACGTACAAATCAAAGTTTCACTTATARGATTTTCCTTGT - -« -« - - - - - - - ATGAAAAGTACCGACGTTAAGTGAJATTTCTGATTTGTAC- - - - - - - - - - -

-------------------------------------------------------------------------------------------------------------- ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTG
CACA AATACITAIA—ATCAGAAGTTTCACTTAIAGGATTTTCITTGTCA ---------- ATGAAAAGTACCGAC TTAAGIGAAATTTCTGATTTGTACITATTCTG
CACAMAATACGTACAAATCAAARTTTCACTTATAGGATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTECCGACHTTAAGTGAAATJTCTGATTTGTACGTATTCTGTG

------------------------------------------------- A----------ATGAAAAGTACCGACGTTAAGTGAAAlTTCTATTTGTACGTATTTGTG
------------------------------------------------------------ ATGAAAAGTABCGACGTTAAGTIAAABT TRTGATTTGTACBTATTCTGTG
------------------------------------------------------------ ATGAAAAGTAICGACGTTAAGT AAA TTITGATTTGTACITATTCTGTG
C.AGAATACGTACAAATCAGAA.TTCACTTATAGGATTTTCCTTGICA ---------- ATGAAAAGTACCGACGTTAAGT AAATTTCTGAT.GTACGT-TITG
CACAGAITACGTACAAATCAGAAGTTICACTTATIGGATTTTCCTTGTCA ---------- ATGAIAAGTACCGACGTTAAGT AIATTTCTGATTTGTACGTATTCTGTG
CACAGAATACGTACAAATCAAAGTTTCACTTATAGGATTTTCGTTGTCA- - - -« -« - - - ATGAAAARTACCGACTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CACAGAATACGTACEBAATCAGAATTTCACTTATAGGATTTTCTTGTCA- - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTIRT
CACAGAATACGTACAAATC- - -AGTTTCACTTAAGGATTTTCCTfGTCA- - - - - - - - - - ATGAAABGTACCGACGTTAAGTGAAATTTCTGATJTGTACGTATTCTGTG
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA - - -~~~ -~ - - ATGAAAAGTACCGACGTTAAGTAAATTTCTGATTTITACGTATTRTGTG
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATHTTCCTTGTCR®---------- ATGAAAAGTACCGACGTTAAGTIAAATTTCTGATTTITACGTATTCTGTG

--------------------------------------------------------------------------------------- ATITTCCTTITI!— -eee--- - -ATGAAAAGTACHGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CACAGAATARGTACAAATCIJGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - - - - - AIGAAAAGIAC!IACGTTAAGTGAAATTTCTGATTTGIACGTATTCTGTG

AIAGAATAIGTACAAATCAGAAGTTTCACTTATAGGATTTTICTTGTCA ---------- ATGAAAAGTACCGACGTTJAGTGAAATJTCTGATT|GTACGTATTCTGTG
CACAGAATACGTACAABTCAGAAGTTTCACTTATAGGATTTTCGTTGTCA- - - -« -« - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
----------- BETAAATCAGAAGTTTACT - - - - -GATTTTCCTTGTCA- - ------- - AGEREBAAGETACCCTBGTTAACHBABATTBC- - - - - - - - - e e oo

-------------------------------------------------------------------------------------------------------------- ATGAAAARTACCGACGTTAAGTGAAATTTCTGATTTJTACGTATTCTGTG
CAGHAABHTACAATCAGAAGTTTCACTTATAGGATTTCCTTGTCA- - - - - - - - - - ATGAAAATACCGAJGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATABGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTGTA---------- ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGHG
CECAGAATARITACAAATCAGAAGTTTCACTTATAGJATTTTCCTTGTCA- - - - - - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
GAATACGTAMAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - -~ - - - ATPAAAAGTACCGACGTTAAGTGAAATTTTGATTTGICGTATTCTGTG
CACAGAATACGTAIAAATCAGAAGTITCICTTATAGIATTTTCCITITCA ---------- ATGAAAAGTACCGACITTAAGTGA -------- ATTTGI!CGTI ---------------------------------------------------------
CACAGABTACGTACAAATCAGAAGTTTCACTJATAGGATTTTCCTTGTCA- - - - - - - - - - ATBAAAAGT A= -« - c e e
CACAIAATACITACAAATCAGAAGTTTCACTTATAGIATTTTCCTTGTCA ---------- ATGAAAAGTACCGAIG————GTGAAATTTCTGATTIGTACGTATTCTGTG
CACAGAATACGTACAAATCHGAAGTTTACTTATAGGATTTTCCTTGTCA- - - -« - - - - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CAIAGAATAIGTACAAATCAGAAGTTTCACTT.AIG.ETTCCTTGTCA ---------- ATIAAAAGTACCGAIGTTAAGTGAAATTTCTGATTTGTACGTATTCTGT
ATACGTACAAATCAGAAGTTTJACTTATAGGATETTCGTTGTCA ATGAAAAGIBACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG

ATGAAAAGTAICGACGTTAAGTGAAATTTJTGATTTGTACGTATTCTGTG
ATGAAAAITACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ATGAAAAGTACCGACGTTAAGTGAAATTTITGATTTGTACHTATTCTGTG
ATGAAA.TACCGACITTAAGTGEIATTTITGATTTGTAC!IATTCTGTG
ATGAAAAGTAICGACGTTAAGTGEAATTTCTGATTTGTACGTATTClGTG
ATGAAAAGTAICGACGTTIAGTGAAATTTCTGATTIGTACGTATTCTGT
CACAGAATACGTACAAATCAGAAGTTTCAlTTATAGGATTTTCGTTGTI®- - ------ - - ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CACABAATACGTACAAATCAGAAGTTTCACTTATAGGETT----------mmmaaa oo ATGAAAAGTACCGACGTTAATGAAATTTCTGATTTGTACTATTCHlGTG
CACAGAATAIGTACAAATCAGAAGTTTCACTTAT GGATTTTCC.GI ------------ ATGAAAAGTACCGACGTTAAGTGAAITTTCTGATTTITACGTATTCTGTG

- 4 4 -4 4 4 - -

TATT----fiA
TAB-GTATTA

- -T----TA

ATGAAAAGTACCGACGTTAAGTG A.T-T TGTACGTATTITGTG l
CACAGAATACGTACAAATIAGAAGTTTCACTTATIGGATTTTCITTGTCA ATGAAAAGTACCGACGTTAAGTIAAATTTCTGATETGTACGTATTCTGTG

CACAGAATACGTACAAATCAGAAGTTTCAC - == == === === m e mm = - TCA- - = o - - ATGAAAAGTACCGACTTIAGTGAJATTTCTATTT-TACGTATTCTfTG
-------------------------------------------------------------------------------------------------------------- ATIAAAAGTACCGACGTTAAGTGAAAHATTT— e
CACAGAATACGTACAAATCAGAAGTTTCACTTATAGIATTTICGTTITCA ---------- ATGAAAAGTACCGACGITAAGTGAAATTTCTGATTTGTACGIATTCIGTG
CACAGAATACITACAAATCAGAAGTTTCACTTATAGGATITTCCTTGTCA ---------- ATGAAAAGTICCGACGTTAAITGAAITTTCTGATTTITACGTATTCTGTG ----------------------------
------------------------------------------------------------ ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTETACGTATTCTGTG e e e e e
CACAGAATACGTACAAATCAGAAGTTCACTTATAGGATTTCCTTGTCA- - - - ------ ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCRBGTCEREGTARE- - - - - - - - - - - - - - oo oo
CACAGAATACGTACAAATIAGAAGT TTCACTTATBGGAT TTTCCT TG T CAx =« -« - s s m o s o s e e oo oot s CBBTTGA - - - - = === - - mmosomosocooooooooooooooo .
CACAGAATAMGTACAAATCAJAGTTTCACTTATAGGATTTTCGTTGTCA- - - - - - - - - - ATGAAAATACCIACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG--------licBE B BERes ™ - - - - - - - - - ------ - - - - - - - - -
AGAATACGTACAAATCEBGAAGTTTCACTTATAGGATTTTCCTTGTCA - - - - - -~ - - ATGAAAI!TA.!ACGTTIAGTGAAATTTITGATTTITACGTATTCTITG ----------------------

ATGAAAAGTACCGACGTTAAGTGIAATTTCTGATTTGTACGTATTCTGT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1211 bp
size: 1211bp; fragments: 1106; full length: 5 (>=1089.9bp)
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).fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
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size: 1519bp; fragments: 980; full length: 0 (>=1367.1bp)
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divergence to consensus (%)

TE: d_5. family_ 3670 Before TEtrimmer 939 bp

size: 939bp; fragments: 772; full length: 27 (>=845.1bp)

Lo
AN
o
O —
~ o
O —
00}
8 ] ~
o
@)
N’
+—
S S g
_ (@ _
2" 5 ©
®) ©
N (V-
Q Fo)
(@)) (7]
© % :
o o ) No TE domain detected
> S 4 0 O
O « c <
(&) (]
(7))
c
(@]
(@]
W o
o =R
O —
—
(=] T T T T T T T T (=] T T T T T T T T
0 200 400 600 800 200 400 600 800 0 200 400 600 800 0 200 400 600 800

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



After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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