Start crop Point End crop Point

1 MSA length = 569

GAACTAACTACAIGGCGIACATAGGGGTAAAATATAGGTGGGTCACAACAI— - TTCTTTTTIT.ATIT“G.A-AA_T -TAA- -
ATHT AA

GAACTAACIACATGGCGTACATAGGGGTAAAATATAGGTGGGTCACAACA ; —T-TTTTTT -------------------- TAA - -

GAACTAACTACATGGCGTAMATAGGGGTAAAATARBMAGGTGGGTCACAACA = = = = = = = & m m o m m ot m ot m ot m ot e i e e i e e m e e i e e i e o e m e n o s
GAACT - ACTACATGRCGTACATA- - - v o v

GAACTAACTACATGGCGTACATAIGGGTAAAATATAGGTGGGICACAACA

CEACTAACEBACATGIRC - - - - e e
GAACTAACTACATGGCGTACATAGGGGTAAAATATAlcTGGGTCACAACARAN

GAACTAACTACATGGCGTAIATAGGGGTAAAATAIAGGTGGGTCACAACA --------------------------------------------------

------------------ THABA TA--ATGTTGABGEATTCAATCTTGCTGCTTCCCTCMAGTATAATAATTCTTfTTAATAAAGAA
TIA CAAT - -TAATGTTGA ATTCAATITTGCTGCTTCCCTCIAGTATAATAITTCTTGTTAATACAAGAA
------------------------------ At ... -GAACTAACTACATGGCGTACATAGGGGRBAAAATATAGGTGGGTCACAACAM- --TC@TT- -@TRTET TG TTARAACTA- - BEA
T TEABABCAATCA- - AGGTTGABGEA - - - - - - - - - - oo oo - TCTCAAGTATRATAATTCTTGTTEATABMAAGAA - - - - - - - - - GAACTAACTACATJGCGTACATAlGGGTAAAATATGATG - - - - - - - - - -
- T AflcAAllTAAA - - - TTGABGEATTCAATITTGCTGCTTCCCTCAAGATIATAATTCTTGTTAATACAAGAA - - = - - - - - - - GAACTAARTACATGGCGTACATAGGGGTAAAA - < -« o wm e oo oo
----------------------------------- TA--WTGTTGABGBATTCAATCTTGCTGCTTCCCTCAAGTATAATAATTCTTGT TAATACAAGAA -« = -« - o oo o s oo oot oo oo oot oo oo

GAACTAACTACATGGCGTACAT - = -Gmmmmmmmmmmmmmmm e e oo o
GABCTAACBARATGGCGTACATAGCRIT - - - - - - - o oo c oo
GAACTAABTACATGGCGTACATAGGGGTAAAA - - - AGGTGGGTCA- - - - -
------------ GCTTCCTTRAARTATAATAATTCTTGTTAATACAAGAA - - - - - - - - - -GAGCTAACEGATATGGCGTACATAGGIRMT - - - - - - o oo
-------------------- CAAGTATAATAATTCTTGTTAATAC- - =AA=- -« - ===« -GAACT-ACTACATGGCGTABATAGGGGTARBART - - - - - - - oo

AGARTRACTACATGGCRTACATAGGGGTAAAATATAGG TIGGTCACAACAIR - - - - oo

A T.T TRG----------------------- A"ATG.GA
N sl . TTATGIT T-TIAIAICAA _____ ATATTGA ATTCAATCTTGCTGCTICCCTCAAG-|'I-|_'°H°~-|_'AHA\TTCTTGT-I_'A“A‘-I_'A‘C'A“A‘IAA __________ GAACTAACTAIAT _____________________________________ __liCTTTITTT'TIT . _ITA'.TIT_IAA__
Geee AAT TCHC A T

-c TI -------------------------- ITGTTGA A-mmmmmeee oo TTCCCTCAAGT TAAIAATTCTTGTTAATACAAGAA ---------- GA CIAACTACATGGCGTACATAGGGITAAAATATAGATGGGTCACAACA CTTTTTIT AACTA TTTGIAA
-------------------------------------------------------------------------------------------------------------- GBACTAABTACAT - - - - - o oot

----------------------- ABTRACTACATGGCRTACATAGGGGTAAAATATAGG TIGGTCACAACAR - - - - - - oo e e e
T T GAACTAACTACATGGCGTACATAGGGGTAAAATATAGGTGGGTACAACA AATTCITT—TTT TTHT AACTA T —IGAAG
T GAACTAACTACATGGCGTAIATAGGGGTAAAATATAGGTGGIT AIAA—— AA- - - - - - - - TTRTGA AGCIA AA T TTTAAIA

TTATGHET THEH TEANANCAA - - - - -ATGTTGABMGEBATTCAATCTTGCTGIT TCTCTCAAGTATAATAAT TCT TG T TAATACAAGAA - - o m c oo f o ff f f f f f f f f f f f f f f e e f f ff e fff e e e a o

- - - -G TTATCETE THRER TEANABCAATTA- -ATGTTGA
____________ ARART TET TEAMBECTHT-A--ATGTTGA

-------------------------------------------------------------------------------------------------------------- GAACTAATACATGlicTACATAGG
------------------------------------------------------------------------------- TAATTCTTGTTAATACAAIAA——————————IAACT——!IACAT—————————————————————————————————————AA————————T TTTATARAACTA
BCAAGTITAATAATTCTTGTTAATCAAGAA - - - - - - - - - - GAAJTAACTACATGGCGTACATAGGGGAAJJATATAGATGG - - - - - - - - - AITTCTTT.T‘Cm—CT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- T Cee -
-------------- ATGTTGABGEBATTCAATCTTGTGCTTCCCTCAAGTATIATAATTCTTGTTAATACHAGAA - - - - - - - - - -GAACTAACTACATGJCGTACATAGGGGTAAAATATAGGTGGTCACAACAN- - - TRTTTTTE TN T T AACHA
AATTA--ATGTTGABGBATTCAATCRTGCTGCTTCCCTCAARTATAATAATTCTTGTTAATACAAGAA - < < = - = - - - o s s e oot o ool TTTTAATT TAABMAA - - - ACAAGAGGGTETT TGTT--- - -
T T CAAABTGT TGABABA - - - - = - = -« s e e e e oo BAACTAACTACABG- - - - - - - - - - mmmmmmmm e TTRTEABAA - - - TT---AG
--------------------------------------- ATGTTGA e CTTCAARTATAATEATTCT TGT TAATACAAGAA - - < -« - s sm o sttt Lol
--------------------------------------- ATGTTGA ceeeeee e -TRCTTTCAARTATAATAAT TCT TG T TAATACAAGAA - - = = = = = - m o m o m o m e e e o e o eoee oo oo oo oo eoee o oo oo B -
TTCAATCTTGCTGCTTIBCTCAAGIATAATAATTCTTGT TABTACAAGAA - - - - - o o oo o i et et e e e e e e e e e e e e e e e oo oo e e e o o o e o e o e e e e e i o i ei e e et
TTCAATCTTGCTGCTTIMBCTCAAG ATAATAATTCTTGTTAITACAAGAA -------------------------------------------------------------------------------------------------------------

CAATTAAA- - - GBGA
AA--A--TGTTGA GAACTAACTACATGGCGTAATAGGGGTAABATATAGATGGGTARAAC-R- - TTETET

CAATTAAA- - - THGA - TTT TT ABIAACTA
C AACTACATGGCGTACITAGGGGT—AAATATAGATIGGTCACAACA AATTCTTTTTIT TCHC AACTA
G

CAATTAAA- - -
H TAT----ATATHEEA

TA - TAAIA ATEBGA GAACTAACTACATGGCGIACATAGGGITAAAA.TAGG
GAACTAACTACATGGCGTACATAGGGGTAAAATATAGGTGGGTCACAACA

ABICASE - - ATAARARTG AC
THTCAAABTGT THA TT
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 569 bp
size: 569bp; fragments: 70; full length: 1 (>=512.1bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 953bp; fragments: 37; full length: 0 (>=857.7bp)
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TE: md_5. family 5170 Before TEtrimmer 636 bp

size: 636bp; fragments: 62; full length: 6 (>=572.4bp)
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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)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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