Start crop Point End crop Point

MSA length = 431
---------------------------------------------------------------------------------------------------------- GGGTGAAAGTTCAAAAATTTGTTAIAATCGTTCTAAAGTATGACAI

---------------------------------------------------------------------------------------------------------- GGGTGAAAGTTCAAAAATTTGTTABAATCGTTCTAAARTATGACA- - - - - - - ABGCTRCT TATBATTACACTAG - = -« - s - s e mmmmic e
---------- GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTCTAAGTATGACATTTTGCA GTTICTTATAATTACACTAGGCTCTITIGAIATTAAGAATAGGGTA
----------------------------------------------------------------------------------------------------------------------------------------------------------------------- IATIA.CTA———————————————————————————

----- A-AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGGATTTTGAAATCCT- - - -------GGGTGAAAGTTCAAAAATTTGTTAlAATCGTTCTAAAGTATGAAATTTTGCIIABGTTIICTTATAATTACACTAGGCTTTITEGAAATTAAGAATAGGGTA

AACCGAA- - - - - A—AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGGATTTTGIAAATTC CT GGGTGAAAGTTCAAAAATTTGTTAIAATCGTTCTAAAGTATGAAATTTTGCIAIGTTICTTATAATTACACTAGGCITTIT GAAATTAAGAATAGGGTA

------------- ACIGAA————— A—AATTTGAAGTTCCTTAGTGATTAAGTGAGCAITAAAAGGATTTTGGAAATT GIGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGACA————————————————————————————————TTTT AIAITAIGAIT——————
TAATAA - - - = = = = = - - Y N olelcy-V - Y 7 oY [

TAAT AAIAI

------ B BccAfjAclAC 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 ek e e e e oo

AAGAAAATAATAACCGAAAGAAC GGGTGAAAGTTCAAAAATTTGTTAAAATCITTTTAAAGTATGAAATTTTGC

----- TEAR R A2 - -

TAT CTTATAATTACACTAGGCTTTTTHGAAATTAAGAATAGGGTA

TATEAAGAAAATAATAACCGAAAGAAC GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGAAATTTTGC CTTATAATTACACTAGGCTTTTTGAAATTAAGAATAGGGTA
--------------------------- GCTAATTGAACACTAAAAGGAT T T TGGBAAT TCACT - = - = - = - = o s o e o e o e ottt et ot oo oo o e oo oo oo ee e ee e s TETHTEE T TAcAClAABCECcTT
GCTAATTGAACACTAAAAGGATTTTGGIAATTCACT ------------------------------------------------------------ TITITITTACAC AABCEBCTT
----------------------------------------------------------------------------------------------------------------------------------------------------------------------- AATEARG- - - -CRTCTRT
--------------------------------------------------------------------------------------------- T----------GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGAAATTTTGCHA CTTATAATTACACTAGGCTTETT
ATAIAAIAIA—AATTTGAAGTTCCTTAGTIATTAAGTGAGIACTAAAAGGATTTTGGAAATTCACT ---------------------------------------------------------------- TTTATA THAIT“GCTC TT
L T < - e e TTTAREA TIRRAR T
--------------------------------------------------------------------------------------------- T----------GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGAAATTTTGC GAAATTAAGAATAGGG - A
TATIAAGAAAATAATAACCGAAAGAAC 0 I S TATTRTATAAATERACT - - - - - - - - - GGGTGAAAGTTCAAAAATTTGTTAAAATCITTTTAAAGTATGAAATTTTGC CTTATAATTACACTAGGCTTTTTGAAATTAAGAATAGGGTA
TATIAAGAAAATAATAACCGAAAGAAC I 2 S GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGAAATTTTGC CTTATAATTACACTAGGCTTTTTGAAATTAAGAATAGGGTA
TAATAA- - - == - = - - - AACCGAA- - - - - A-AATTTGAAGTTICTTAGTGATTAAGTGAGCACTAAAAGGAT T TTGGAAAT TCACT = - = - & - w - s - e ottt e ot oo oo TBACBATE- - - T8
AATAAAGAAAATAA - AACCGAAAGAAC A-AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGII AT T T TGGAAAT TCACT = - = - = - & o s o e o e ot ottt o et et e o et et e e e oo e e e e ee e e oo GAATTAAGAATAA- - - -
AATAAAGAAAATAA - AACCGAAAGAAC A—AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGIATTTTGGAAATTCACT --------------------------------------------------------------------------- GAATTAAGAATAA- - - -
N ol TTTTBAT TA- - e e e e
AACCGAA- - - - - A-AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGGATTTTGGAAATTCACT == == ---- - - GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTCTAAAGTATIBCATTTTGC CTTATIATTACACTAG --------------------------
TAATAABGAA- - - - - - AAlAAA AR AC N e e GGGTGAAAGTTCAAAAATTTGTTAAAATCGTTTTAAAGTATGA-ATTTTGC CTTATAATTACACTAGGCTTTTTIGAAATTAAGAATIGIA
AATAAAGAAAATAA - AACCGAAAGAAC A-AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGII AT T T TGGAAAT TCACT = - = - = & = o s o e ot ot o e ot o e o et ettt e e e oot e e e i ee e e e e TTT-mcmmmmmmm e e o - TT GAATTAAGAATAA- - - -
IAATAAAGAAAATAA—AACCGAAAGAAC A—AATTTGAAGTTCCTTAGTGATTAAGTGAGCACTAAAAGIATTTTGGAAATTCACT ------------------------------------------------------------ TTT-mcmmmmmmm e e o - TTHT GAIATTAAGAATAA————
-V AllccGaa- - - - - A-AATTTGABGTTCCTTAGTGATTAAGTGAGCACTAAAAGGAT - - TGGAAATTCACT == == == - - - - GGGTGAAARMT - - - - - - - - o oo CBcPAGGCTTTTTRGAAATTAAAATAGGGTA
1.V ABM[CCGAA- - - - - A—AATTTGAIGTTCCTTAGTGATTAAGTGAGCACTAAAAGGAT——TGGAAATTCACT ---------- GGGTGAAARMMT - - - - - - & oo e CIC AGGCTTTTT GAAATTAAIAATAGGGTA
@ ABAAAGAB- - - - - - Afjccaanaliiac Y - R e GGGTGAAA TTCAAAAATTTGTTAAAATCGTTTTAAAGTATGAAATTTTGCHGTT CT--TAABTACACHAGGETTTTTGBAAATTAAGAATAG - - - -
CEABGTTEICTTATAATTACACTAGGCTTTTTRGAAATTAAGAATAGGGTA

TAT AGAGAAAATIAT-AAA
IIAT D

TRATAR- - ------ AT ccAlAREA A
THATAW- - - - - - - - AT AEA A

CCA
TATEAAGAAAATAATAACCGAAAGAAC
TATEAAGAAAATAATAACCGAAAGAAC

BAATAA- - - c e Y R e e T cGrBGT
---------------- AACHGAA - - - - - A—AATTTGAAGTICITTAGTGATTAAGTGAGCACTAAAAGIATTTTGGAAAITCACT——————————GGGTGAAAGTTCAAAAATTTGTTAAAATGITTTTAAAGTITGAAATTTTGCIAIGT!ICTTAT
ATRAA - - - - - - - - - AACHAAA- - - -C L < e e I T e e
A!I ----------- AAICGAARBGAAC AI! ------------------------------------------------------------------------------------------------------------------ TTIATAATIA-GGCTCT*AH -------------
---------------- AACCGAA- - - - - CTTAT---------AGGETTTTTGGCAAAGTAAGAATAG - - - -

GAMTRAG- - -------
GAIMTIAG- - - - - - - - -

A-AATTTGAAGTTCCTTAGTGATTAAGTJAGCACTAAAAGGATTTTGGAAATTCHCT
TAATT!IACACTAAIAGIATTTTGGAAATTCACT
-------------------------------------------------------------------------------------------------------------------------- CTTTTT
-------------------------------------------------------------------------------------------------------------------------- CTTTTT
------------------------------------------------------------------------------------------ GGTGAAAGTTCAAAAATTTGTIAAAATCITTTAAAI

------------------------------------------------------------------------------------------ GGTGAAAGTTCAAAAATTTGTHAAAATCIT TTAAA

------------------- G GGTTAATTGAACACTAAAAGGATTTTGGAAATTCACT——————----GGGTIAAAGTTCAAAAATTTGTTAAAATGGTTTTAAIGTITGAAATTTTGc
""""""""""""""" GGCTAATTIAACACTAAAAGGATTTTGGAAATTCACT——————————GGGTGAAAG————————---------------------------______ CTTATAATTACACTAAGCTTTTTEGAAATTAAGAATAGGGTA

CTTATAATTACACTAAGCTTTTTHGAAATTAAGAATAGGGTA

---------------------------- GGCTAATTAACACTAAAAGGATTTTGGAAATTCACT = = == ==« = = «GGGTGAAAG = = = = = = = = = = @ mmm ot et mm e e m it m i e e o m i e m e mn o s

-------------------------------------------------------------------------------------------------------------- CTTATAATTACACTAGGCTTTTT
-------------------------------------------------------------------------------------------------------------- CTTATAATTACACTAGGCTTTTT

GAAATTAAGAATAGGGTA
GAAATTAAGAATAGGGTA

--------------------------------------------------- CTTATAATTACACTAGGCTTTTT
--------------------------------------------------------------------------------------------------- CRBATABT TACEBTEBGACCTRTTT
TABTBG- - - - - e e e CBETRT T BB - - - - - - - AABT B - - - - - - - - - - -l AGGCICHTT
TAATAA A----lBcTTRTT
TAATAA A----BcTTRTT

GAAATTAAGAATAGGGTA

GA TIAGIATI———TI

GG

TAAT - - - - - - ABTAATAMCCAAA- - - - - AlATABAARABA - AATTAGAAGTTCCTTAGTGATTAAGTGAGCICTAABAGGATTTTGGAAATTCACT == = = = = = - - - GGGTGAAAGTTCAAAAAITGT TAAAATCGT TTTIAAGTATGAAA - = = =« & o e m e et e it e i e e e e e me o TTTTEBHGRATTAARARTE- - - - -
TAAT - - - - - - AGTAATAMCCAAA - - - - - ABATABAABEARBA - AATTAGAAGTTCCTTAGTGATTAAGTGAGCICTAABAGGATTTTGGAAATTCACT - = = = = = = = - - GGGTGAAAGTTCAAAAABTGT TAAAATCGT TTTIAAGTATGAAA - = = = = = o s m o e e e e et e i e e e e e e e o TTTTEEGEATTAARARTE- - - - -
TAAT - - - - - - AGTAATAMCCAAA - - - - - ABATABAARBAREBA - AATTAGAAGTTCCTTAGTGATTAAGTGAGCICTAABAGGAT T T TGGAAATTCACT = = = = = = = = & m m o m @t &t @t @t & @ m & @t @@t @@t @@t @ f ot @t @@t @@t @ ot @@t @t @t ot & @t &t e f ot ot &t ot &t ot @ f ot et e e f e mmdm o dameemamemea o
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divergence to consensus (%)
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TE: rnd_5 family 6264
size: 713bp; fragments: 478; full length: 1 (>=641.7bp)
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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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