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1 MSA length = 1244
-------------------------------------------------------------------------------------------------------------- TITTGGCTCTCATACTGGCAIEACCTTTCTGAA-— R R Y < (€ 1 1 c e Y R | |
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACTGGCACHACCTTTCTGAAT TGCACGAGICGCCACT = - - - - - c m o m o m o m oo
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCHCATACTGGRACTACRTTTCTGAAT TGO TG - - - - - - - A - - - - -
----- .TTTTTTTAATEIAAATTA— -TGATHTGACAAMATTT GAGAAAGA- - - -[JlIACGTAATCAATCTGTGCCATTTCTAAATAGGCCAAA- - - - - - - - - —TITTGGCTI!CAIACTGGCACTACCTTTCTGAATTGCATGAGCCGCCAC -BAATATCTACE AT ABAAA- - -B------- e
---------- TTTTAATETARAIT - - GATlTGACAARATT AGAAAGAACATTAACGTAATCAATCTGTGCCATTTCTAAATAGGCCAAA - - - - - - = m m e e e e e o o o o e e e e e e e e e o o o o o e e e e e e e e @ @ @ o o m e e e e e e e e @ @ @ @ = = m m e e e e e @@ @ @ m m e e e e e e m e
BT T TTTTTAATATAAATTAT - -GATIGACAAR- - TT GAiIAAGAACATTAAIGTAATCAATITGTGCCATTTCTAAATA GO CAAA - = = = & o o e n 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
---------------------------------------------- AAAGRA - ATTAARGTAABCAATCTGTGCCATTTCTAAATAGIIBCAAA - - - - - - - - o oo o o il
-------------------------------------------------------------------------------------------------------------- BT TGGTCTCATAlTGGCACTACCTTT- TGAATTGCACHBG GICA————— Cee - CTTT Cee -

TTTTRrTARTATRAARTA - lcliA AGAAAGAACATTAAIIGTAATCAATCTGTGCIATTTCTAAATEIGCCAAA- - - - - - - - - - TTTTGGCTTCATACGGCACTACCTTTTGAATTGCACGAJCCGCCACTTAA AAIATAGATCC TTTT /- AGGT
TTTTTTTAATATAAATTAT - -GAT - - GEGAAAGAACBTTAACGTBATCAATCTGEGCCATTTCTAAABAGGCCAAA - - - - - - - - o oo oo oo
TTTTTTAATATEEA TEART TRAT GAGAAAAACA - TAACGTAATCAATCTGTGCCATTTCTAAATAGGCCAAA - - - = - = - =« =« oo s - oot oo oo
TETTTTEARTARAA TT. ------------------------------------------------------------------------------------ TTTTGHCTCHCATACTGECACTBCCTTTCTGAATTGCATGAGCCGCCACT = = = - = - x o x o m o s o s o m o m oo oo
TTTTTTAAT TAA TTAT- -GATHTGACAARATT T T A AGAAAGAA - —iIAICITIATIAATCTG-CFTCT—AATAGIiCAAA --------------------------------------------------------------------------------------------------------------
TTTTTTTAATABAAATTAR- -GATRTGACAABATTTEGCABCECABAAAGAACABTAACGTAATCAATCTGTGCCRT TTCTAAATAGORICAAA - - - - - -« - ot ot oottt
TTTTTTTAATATAAATTA- - THATRTGACBATET T TEECABCECAGAAAGAACAT = - = -« - s o e m e e e e - TTTCTAAATAGGCCAAA- - - === ---- T@rrcecTcTcA-ACTEMBCACTACCTTTCTRAABTGCACGAGCCHCCACTTAATABEBTECRE A - - - - - - - - - - TRETTTTRTEA TTAATATA - TTGET
-------------------------------------------------------------------------------------------------------------- TETTGGCTllcATACTECACTARCTTTCTGABTTGCACAGCCGCCART - - - N o T TR
BRTGTRE TTTTT@AABATATABE G- -BATRETACEAE- - - - FACGTAAICAATCTGTGCCATTTCTAAAIGGGCCAAA --------------------------------------------------------------------------------------------------------------
------------------------------------------------------------ TAACGTAATCABTCTGTGCCATTTBTAAATGOMCAAA - - - - - - - - oo oo oo oot oLttt
C TRETATEATE G- B8 TF--------- B8 - JcAAAGAACATTAACGTAATCIMBTCTGTGCCATTTCTAAATAGGCCAAA- - - - - - - - - - TR TcecffcTcaTAacTGGCACTACTTTCTGAATTGEACAGCCGCCACT - - -G ABWA----TTC------- TTTRBAATATAGAGE A CARAT
TTTTTTHAATATAAATTAT - -WATWTGACAAN- -TT GAJAAAGAACATTAACHTAATCAAICTGTGCCATTTCTAAATAGGCCAAA- - - - - - - - - - TTTTecTcTCATACTGCACTACCTTTCTGRATTGCACGAffcCGCCACTTAARA AARETCAAACTRGE BT BT TGE----------------
TTTTTTAAJATAAATTAN- -GATITGACAAR- -TT GAGAAAGAACATTAACGTIATCAATCTGTICCATTTCTAAATAGGCCAAA - - - = - = - =« = - & - oo oot ot oo oL oL Lo
TTITIT.A!ITAIATIA!ITGIT ------------------------------------------------------------ G TTGGCTCTCATACBGGCACTACCTTTCTGAATTGCACGIGCCGCCACT = - = - = - s - s - s e e e e e e b
TTTTTTAATATAAATTAT - -GATITGACAAN- -lITREBCAlICR----------------- TAATCAATCTGEGCCATTTCTEBA - - -GCCAAA- - -« -« - - - - TTTTGGCTCTCATACTGGA - - - - = - - o e e e e e e e e e e e e e e e e e e ettt e eeeeeaoo oo m

TITTGGCTCTCATACTGG!ICTACCTTTCTGAATTGCICGAGICGCCACTIAA_A.TAAA— --TAT T8 @ CAGTETATATE-

TGACA --T1T
TGACAARATTT
TGACAARATTT
TGACAAQ--TT

TTTTTAATATAAATTAT - -GAT
TTTTTTTAATATAAATTET - -GAT
TTTTTTTRATATAAATAT - -GAT
TTTTTTAAJAAAATTRT - -GAT

Cl- - - AAAlAACATTARClTAATCA TCTGTGCIATTTITAAATA L R e e
GA= - mmmmmmmem - TAATCIRATCTGTICHAT TTCTAAATBGGCCAAA - - - - - - - oo oo oo oL LLLLooLoLoLolioooLoloooo.o.
---------------- @ BT BcBATGCcCATTTCTAAATABGCCAAA- - - -« - - - - - TBTTGRCTCTCRTACTGGIACTACCTTCTGAATTGCACGAGCCGCCACT - - - - mm e e
CRGAGAAAACATTAAIGTAATCAATCTGTGCCATTTCTAA- - - - AAA - - - - == o= - - TTTTGGCTCTCATACTGGCACHACCTTTTGAATTGCACGAGCGCCACT = - = - = - - - - o m o m o m o m oo oo
TTTTGGEBCTATACTGGCACTACCTTTCTGAATTGCACGAGCCGCCACT - —AIG-

TTTT
TTT
TTTT

TTTTGGCTCTCAIACTGICACTAICTT—CTGAATTGCACGAGCCGCCACTTAA
TTTT-TCTCATACIGGCACTACCTTTCTGAATTGCACGAGICGCCACT -

-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACTG@ACTACCTTCTAATT e e e e e e e e A m e e e e e e e e e
TET T T T AR ABGE G T T - - - - - - - - - - -l TTITGGCTCTCATACTGGCACTACI!TTCTGAATT*CIAGCCGCCACI—-A-AA. -----------------------------------
TCENTTTTTTMAATATAAATTAT - -[ATETGACAABAT - - - - - - - - MGAGAAAGAACATBAACGTAATCAACTGTGCCATTTCTAAATAGCCAAA - - - - - oo oo
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATARTGGCACTACCTTTCTGAATTGCATGAGCCGCCACT T - - m o s s s s m o s oo oo e
B R T TAATATAAAT - - -BTGATTGACAARA - TR T ARICIGA - AAAGAACATTAACGTAATCAATCTGTGCCATTTCTAAATAGGCCAAA - - - - - - - - - - TTTTGGTCTCATACTGGCACTACCTTTCTGAATTGCACGAGCCGCCACT - - - [N~ ~B B8~ 77T}
-------------------------------------------------------------------------------------------------------------- TTTTG
------------------------------------------------------------------------------------------------------------------------------------------------------------------ A TETCEA 1 TcERABTABCTCET- - - - - -
-------------------------------------------------------------------------------------------------------------- TTTTlccTcTC@TACTGGCHCTACCTTTCTGAATTACjAGCCGCCACTTA e e e e
-------------------------------------------------------------------------------------------------------------- TTTTGCRTCTCATARTGECACTA- - - - TCTRAATTG -« - - -« - - - - - - - - AATA AGACAE  TATAGGE A A R~ T RARA
TTTTTTTAATATAAATTI— - TGATHTGACAABATTTEBECABCEGA- - - --------- ABGTAATCAATCTGTGCCATTTCTARGTAGGCCABA- - - - - - - - - - TTTTRGCTCTCATACTGGCACTACCTTTCTGAABTGCACGTIBMCHRC- - - TAA- - - - oo
TTTTTTTAATATAAATTRT - ---------- GAGAAAGAACATTAACGTAATCAATCTGTICCATTTCTAAATAGGCCAAA --------------------------------------------------------------------------------------------------------------

AlATTT
S -TT C
TTTTTTAATATAAATTAT - —GA TGACAAN- - TTHMCABNCHE- - ------------ ACGTAATCAATITGTGCCATT TIMAAARGTGCCAAA - - - - - - - - ot oLl
TRTTRTBABTATEA- - - - - ITIA TARTABTE T -------------- e CGTAATIAATCTGIGCCATTT!AAATAGGCCAAA ---------- 00 5 S TAACEBTTCTRTGHA - - - - TTT- -« - e e

-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACTGORA - - = - = - - - o - e -t ot o e oo
---------------------------------------------------------------------------------------------------------------------------------------------------------------- ol A | BN LCH W
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- TR T T TERRTATARRETIRE - T
-------------------------------------------------------------------------------------------------------------- TTTTGGC- - TCATACTGGCACTACCHTECTGAAT TCACGAGCCGCCCT - - - - - - - w o m e e e
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAAGCRCEATT A ABATAAA - - - T TRT 7 TCRAAATARTICET - TRETT
T TCR T T T T TTTAATATAAATTB- - - - - - - - - - - oo - - @ @7 ABCBCAGAAAGAACATTAACGTAATCAATCTGTGCCATTTCTAAATAGGCCARA - - - - - - - - - - - - - oo ot oo oL oL
-------------------------------------------------------------- BAARGTAATIAR T CTGTGCCATTTCTAAATAGGCCAAA - - = - = - = - = - & - s - oo s o oo oo f Lol
TTTTTTTTTTTAATATAAATTATCG GACAGT - - CBBcH------------- AACCEBAATCAATITITGCCATTTCTIIATAGGCCAAA - - - = - - - - - oo oo oo f Lo LLLLLooLoLoLiooooLoLoo.oo...
TTTCRETTTTTTTRATAATTAT - -GATITGACAAY- - TTRETAJCGAGAAIGAACATTAACGTAATCAATCTTIICATTTCAAATRGGCCAAA - - - - - - - - - - TTBTEGCTCTCATACTGGCACTACCTTCTGAATTGCACGAGCCGCCACT TAABATTBIBTAARA - - - - - - - - oo e
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACTGGCACTIRCCT T TR TAAT Tl - - - - - - - s s s e e e
-------------------------------------------------------------------------------------------------------------- TTTeGCTCTCATACTGGCAC
-------------------------------------------------------------------------------------------------------------- TBT TGGCT T T - - - e v e e e e
----- BT TTTTTAATATAAlTTAT - - [T AACAAR IT.C.CI
-------------------------------------------------------------------------------------------------------------- TTTT.CICTCATACTIGCACTACCTTTCTGAATTGr e TAAITTT TTTITATIAIT“
-------------------------------------------------------------------------------------------------------------- THTTGGCTCTCATACTGGCACTACCTTTCTGAATTGATGAGCCGCCACTJAA AAATAAA - - - TTTEETATEIGHEA
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACTGGCACTAJCTTCTGAATTGCACGAfcCGCCACTTAA ABIA - - - - ..
-------------------------------------------------------------------------------------------------------------- .TTGGCTCTCATACTGGCACTA!ITTTCTGAATTGCACGAGCCGCCAC—TAA AABATAAA - CTIRGECTTCT T TGRAATABAR- - - A TRAGE
-------------------------------------------------------------------------------------------------------------- TTTTfecTcTcAaTACTGljcACTACCTTTCTGRATTGCACGAffccGCCcACTTAAMA TCAAACT TRTT e
GCE cEE AT T@AAETATHAABEA - BT ABTCAACAGTE T TRT TTATE- - - ------------ B TAATCAATCTGTGCCATTTCTAAATAGGCCAAA- - - - - - - - - - TITT!ICTCTCATACTGGCACTACCTTTCTGAATTGCACGAGCCGCCAITTAAIA- E AGAITT.TI! IAITA ------------

------------------------------------------------------------------- TAATCAATCTGTGCCATTT == = = - TAGGCCAAA = = = = = = = & & s oo e & f e & @ e &t e & @t &t e & f e & f e m @t & m e @t ot & f e & m e m @ e &t e e f e e e e e e e e e e e e e e e e e e e e ee e e eeeeaaaaaa

-------------------------------------------------------------------------------------------------------------- TTTTGG TCTCATACTG———————————————————————————————————————————————————————————————————————————————————
-------------------------------------------------------------------------------------------------------------- L TRt ONANOMIROt ol | (1 ATOA ol ke
-------------------------------------------------------------------------------------------------------------- TTTTGGETCTCATACTGGCACTACCTTTCTGAATTGCACGAGCCGCCACT - - - ABBAATTTH- - - - e e e
-------------------------------------------------------------------------------------------------------------- TTTTGGCTCTCATACT G = = = = = = = = = = = % @ e @@ e & m e &t e & @ e & @t & @ e mf e & f e & @ e @ m e e e e e e e e e e e e e e e e e eeaaaaoaa

-TT.TTTTTTTAATATAAATTA— ; TIATITAACAAI— —-TAICIGAGAAA.AIATTAACGTAATCAATITGTGCCATTTCTAAATAGGCCAIA ---------- TTTTGGCTCTIATAITGGCAIT-TIT ---------------------- TEIA.AAIA -------------- TIT.A.AIAIA.— -

-------------------------------------------------------------------------------------------------------------- TTTTGGCTCT@ATACTGGCACTACCTTTCTGAATTCEATHTRE- - - - - - -7
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divergence to consensus (%)

size: 1244bp; fragments: 242; full length: 0 (>=1119.6bp)
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TE: rnd_5 family 1677
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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