Start crop Point End crop Point

1 MSA length = 3344 1
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- -AAAGTATA

TATAGTCT——GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCAITC —————————— GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATIATGACGTAACAGTCTGACCTTGAAAATC——AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGAC.TGAAAATC - -AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=--=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAAIAGTCTGACCTTGAAAATC——AAAGTATA —————————
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- -AAAGTATARBTEIRRTA - - - - - - -
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATAGEANE - - - - - - - - -
TATAGTCT——GATTTTCAAGGTCAGACTITTACGTCACAGATTGTCACTC —————————— GCGTCGAAAATGATGACGTAICAGTCTGACCTTGAAAATC——AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- -AAAGTATA - -
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TATATCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC- - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAIGTATAMTRTTTTTRTTA
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATAEA
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATARMT
TATAGTCTTATTTTCAAGGTCGACTGTTACGTCACAGATTGTCACTC- - - - - - - - - - GCGTCGAAAATJATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATARMT
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAMAGTATAGET
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATARMA AAT.AT.TTIAI—TIAATIAI
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--- === -~ - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - - AAGTATAGET A mmm e e e e
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC- === === - - GCGTCGAAAATIJATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATART A---BA-- -
TAJJAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATAIRIA - - -AATRTGEAAT - - - - - THA
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA- - - - - - - ABTT —TIAGTIAI

TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC - === == = = - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - -AAAGTATANT - ---- - - - - .- BTHBB---------- - ... .__.
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--=--cnn-- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGT AAIA— - —.TITCTIAI—TAAA.AI

——————————————————————————— TGTTACGTCACAGATTGTCACTC——————————GIGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC——AAAGTATA O I I R I R
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATIATGACGTAACAGTCTGACCTTGAAAATC——AAAGTATA ————————— TAGEAAT THEA C —TAIG A
TATAGTCT——GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCAITC —————————— GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA TTTAGBGATEEAAT I T T TA--T
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=-=-=-=--- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC--AAAGTATA CGGTAAGTATEAATATTT - TAAA
TATAGTCT——GATTTTCAAGGTCAGACTGTTACGTCACAGITTGTCACTC —————————— GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- -AAAGTATAE THT T - - - - - - - CETEAMAAT -BATRTTT TAIA A
————————————————————————————————————————————————————— AGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC-=-=-=-=----- —GCGTCGAAAATIATGACGTAACAGTCTGACCTTGAAAATC - —AAAG.TA ------ ABRTABEBAATT-----------CAAGTEA

---------------------------------- TAIT——A———-TATAGTCT——GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC——————————————————————————————————————————————————————————————————————————————————————————————————————————————
-------------------------------------------------------------------------------------------------------------- GCGTCGAAAATIATGACGTAACAGTCTGACCTTGAAAATC——AAAGTATA A C-TTIATITTTIT.—AAA.AI
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATABAGE - - - - - - - - - AT
TAIAGTCT— _GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTITGACCTTGAAAATC— —AAAITITA II
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGAJGTAACAGTCTGACCTTGAAAATC- - AAAGTATA T

TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAITE BB TR - - - - - - - - -
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTITA
TATAGTCG- -GATTTTCAAGGTCAGAITGTTACGTCACAGATTGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAJATTGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACJTCACAGATTGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA

TTTTA

TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGAT TGTCACTCm = = = = = = = % s % e m e &t &t &t e & e f ot e e f e mf e e f e m i e i e i e o e o ae o
TAGTCG--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC === == ==~ - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTA AAAT
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC - === ===~ - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA AAAT

TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATJGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTAACCTTGAAAATC- - AAAGTATA
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
TATAGTCT- -GATTTJCAAGGTCAGACTGTTACGTCACAGATTGTCACTC- - - - - - - - - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
-------------------------------------------------------------------------------------------------------------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
------------------ T.TCTIT-T-TITTTTG_TATAGTCT— ~GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC----------GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
L I AGTCT--GATTTTCAAGGTCAGACTGTTACGTACAJATTGTCACTC- -~ ------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
-------------- TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC----------GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
-------------------------------------------------- TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC----------GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATCA - AARIITATA

----- TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC----------GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATA
------------------------------------------------------------ GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATAAIN
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGAT TGTCACTC - = = = = = = = = = = = = m m o m m e e e & e o e e e o e o m @ e e e @ e o e @ e @ e m 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 o
TATAGTCT - -GATTTTCAAGGTCAGACTGTTACGTCACAGAT TGTCACTC - = = = = = = = = = = = m m o m m e e e o e e e o e e e o e @ e @ e @ e e e @ e @ e @ e m e e e @ e e e m e m e e e e e e e e e e e e e e e e e e e e e o
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC - == === -~ - - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGT A - = = = = = = = m 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 o -
TATAGTCT--GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC- - AAAGTATAITIE
-------------------------------------------------------------------------------------------------------------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAATC - - AAAGTATA- - - - -
TAITITTTGTTITTCCAGGTTTGGCTGTTACGTCACAGATTGTCACTC --------------------------------------------------------------------------------------------------------------
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGAT TGTCACTC - = = = = = = = = = = = m m o m m e e e m e o e e e o e o m @ 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 e e e e e e e e e e o
TATAGTCG- -GATTTTCAAGGTCAGACTGTTACGTCACAGAT TGTCACTC - = = = = = = = = = = = m m o m e e o e & e m e e m m e o e @ e m e @ e @ e e e o e @ e o e e e e e e e e e @ e m e e e e e e e e e e e e e e e e e e e o
TABAGTCT - -GATTTTCAAGGTCAGACTGT TACGTCACAGBT TGTCACT - - - - = - - - s - s - oot oo o oL oL __._....___.o.oo..

4 4 4 4 4 4 4 4 444 4 4> - <> - >

---------------------------------------- A----------BTARTCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCA--C----------GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTAT e e e
--------------------------------------------------- TARE TIllGATTTTCAAGGTCAGACTTTACGTCACAGATTGJCACTC- - - - - - - - - -GCGTCGAAAATGATGACGTACAGTCTGACCTTGAAAATCEACHGTAT e e e e e
------------------------- THATRAGER ~ - - - - AEETTTREA 1A TAGTRT - -GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC
---------------------------------------- G----------ATATCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
---------------------------------------- A-----------TABMCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
---------------------------------------- A----------ATAJJTCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC

-------------------------------------------------------- CTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCHAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTACTC- - -------- GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTAT
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC- - - -~ -~ - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTATA
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC- -~ -~ - - - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTATA
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTA
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC == === == - - - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTAR - - - - - - - - c o o e e e e e e e e e e e e e e e e e e e e e e e e o s
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC == === == - - - GCGTCGAAAATGATGACGTAACTICCAAACCTGGAAAAACAAACAGTA - = - = =« o m o s e oot oo
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTAT
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
TTTGTTTTTCCAGGTTTGGCTGTTACGTCACIGATTGICACTC
CTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC
CTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC - === =~ - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTATARE- - - - - - - - - - o o e o e e e e e e e e e e e e e e e e e e e e e e o s
T.GATTTTCAAGGTCAGACTGTTACGTCACAGATTGTCACTC ---------- GCGTCGAAAATGATGACGTAACAGTCTGACCTTGAAAAIC.ACIGTA
TCTTTGTTTTTCAAAGTTTGGCAGTTACGTCACAGATTGTCACTC- -~ -~ -~ - - GCGTCGAAAATGATGAJGTAACTGCCAAACCTGGAAAAACAAACAGTARA
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTA
TCTTTGTTTTTCCAAGTTTGGCAGTTACGTCACAGATTGTCACTC--------- - GCGTCGAAAATGATGACGTAACTGCCAAACCTGGAAAAACAAACAGTAT
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divergence to consensus (%)

TE: rnd_5 family 245

size: 2798bp; fragments: 1305; full length: 28 (>=2518.2bp)
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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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