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1 MSA length = 1313 1

A-cmmmmme - TAI— --------- CAGAATACGTACAAATIAGAAGTTTCAITTATAGGATTTTCCTTGTCA ---------- CATGAAA.TACCIACGTTAAGTGAAATTTCTGATITGTACGTATTCTGTG
A.AITTIATTTAAT ABIC CAGAATACGTA.AATCAGAAGTTTCACTTATAIGATTTTCCTTGTCA ---------- CATGAAAAGTACCGACGTTAAGTGAAATTICTGATTTGTACGTATTCTGTG
ABCACAGAATABIGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - = - - - - CATGAAAAITAC.A.TTA.TGA ------------------------- G
AJICACAGAATAIGTACAAATCAGAAGTTTCACTTATIGGATTTTCC@G- - - ---------- CATGAAAAGTACCGACGTTAAGTGAATTTCTGATTTJTACGTATTCTGTG
-------------- ATACGTACAAATCAGAAGTTTCACT TATAGHEAT T TTCCTTOBCA - - - - - - s e m o m et
ACACAGAATACGTACAAATCAGAAGT TTCACT TBTAGGAT TTTCCT TGT A = - -« - s s s s o s oot oot f oL
ABCACAGAATACGTACAAATCAGAAGTTTIIACTTATAGGATTTTCCTTGTCA- - - - - = - - - - CARAAAAGTACCGACGTTBGT ABTTCTRATTTGTACGTlTTTGTA
A CACAGAATACGTAIAAATCAGAAGTIT!ICTTATAG ATTTTCCITITCA ---------- CATGAAAAGTACCGACHTTAAGTGAA TTT.!ITITGTICGTATI!TITA
A CACAGA.A GTACAAATCAGAAGTTTCACTTATAGG TTTTICTTGTCA ---------- CATGAAAAGTACCIA GTTAAGTGIAATITCTGATTTGTACGTATTCTGTG
AIAIAICAGAA.T CACTTATAGGATITTCCTTGTCA ---------- CATGAAAAGTACCGACHMTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
ABCACAGAATACHTACAAATCAGAAGTTTJACTTATAGGATTTTClTTTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACTATTCTGTMTARTAR- - - - - - -
ABA CAGAATACGTACAAATIIAGAAGT TTCACTTATAGGAT TTTCCTTGTCA - - = = = = = = = m m 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 m o s
------------------------- IGTAIAA CAGAAITTTCACITATAGGATTTTCCTTGTCA——————————CATGAAAAGTACCGACGTTAAGTGAAATTTITGATTTGIACGTATTCTGTA T
AICACAGAATACGTACAAATAGAAGTTTCACTTATGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTJAAATTTCTGATTGTACGTATTCTGT - - - -
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A CACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTITCA ---------- IATGAAAAGTACCGAC TTAAGTGAAATTTCTGATTT.ACGTATTCTGTA GT TCGTTA-------
A----- THRATT A CACAGAATACGTACAAATCAGA.TTTCACTTATAGGATTTTCCTTGTCA ---------- CATGAAAAITACCGAC TTAAGIGAAATTTCTGATTTGTACGTATTCTGT TA
TT.AIAIT— —ITIAAAIA A ATTTAATIRATT - BMCACAGAATACGTACAAATCAGAAGTTTCAC - = = = == = = me e e e o - TCA----camn-- CATGAAAAGTACCGAC TTIAGTGAIATTTCTIATTT—TACGTATTCTITG AT TTTTTAAT-//-/-TATGAAT T G-ACTGGGAAAAAAT - - - - - -
AGAAGTTTCACTTATAGGATTTTCCTTGTCA - = = = = = = = - - CATGAAAAGTACCGICGTTAAGTGAAATTTCTGATTTGTACGTATTCTGT --------------------------------------------------
AGAIG CACTTATAIGATTTTICTTGICA ---------- CATGAAAAGTACCGACGTTAAGTGAIATTT.GATITITA- ------------- AIA— T THRT T T
----------------------- AIC.A—TTAA— S ABCACAGAATACGTACAAATCAGAAGTTTIIACTTATAGGATTTTCCTTGTCA - = = = = = = = - - CATGAAAAGTAICGACGITAAGTGA— f e e - -GATTTGTAC- - = = = = = = - “AA- - THTET T T ]
---------------------------------------------------------- ACGTACAAATCAGAAGT TTCACT TATAGGAT T T TCCT TG TCA = = = = o & o o f o o ot o d d ot e f o ottt d e f et ot ot et e f e et e e d e e e e e e e e e e f e e e e e e e e oo s
A CACAGAATACGTACAAI—CAGAAGTTTCACTTATAGGATTTTCCTTGTCA ---------- CATGAAAAGTAICGACGTTAAGTGAAATTTCTGAITTGTAIGTATTCTGTA
----------------------- AI———————AIT ATCH- - A CACAGAATACGTACAAATCAGAAGTTTCACTTATAIGATTTTICTTGTCA——————————CATGAAIAGTACCGACGTTAAITGAAATTTCTGATTTGTACGTATTCTGTG TA

---------------------------------------------------- Bl ACAAATAGAARTTTCACTTATAGGATTTTCCTJGTCA- - - - - - - - - -CATGAAAAGTACCGACGTTAAGTGAAATIBTGATTTGTACGTATTCTGTGECT
----------------------------------------------------------------------------------------------------------- CATGAAAAMTACCGACGTTAAGTGAAATTTCTIATTT T T7- TcTATA

m AAE uig B TTEA -W- AAT ACAGAATACGTACAAATCAGAAGT TBACT TATAGGAT T TTCTTGTCA - - - - - - c o mc o e o m oo e ot f o et o f oo f o f o c e f o f o f e f e o s oot o eoiaofooioolilololeols
___________________ ABABE TG -CEIT
A

CACAGAATACGTACAAATCIGAAGTTTCACTTATAGGATTTTCCTTGTCA ---------- CATGAAAIGTA.GACGTTIAGTGAAATTTITGATTTITACGTAT——TITA T
------------------------------------------ CACAGAATACGTACAAATCAGAAGTTTCACTTATA TTTCCTTGTCA- - - -------CATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTAfTCTGTG
A CA.GAATICGIACAAATCAGAIGTTTCACTTATA*TTTTCCTTGTCA ------------------------------------------------------------ A

Y g CATGJAAAGTACCGACGTTAAGTGAAATTTCTGATTTTACGTATTCTGTARTA
ABCACAGAATACGTACAAATCAGAAGTTTJACTTATAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAATACIIGACGTTAAGTGAAATTTCTGATTTGTACGTATJCTGTGlICA
ARICACAGAATACHTAlJAAATCAGAAGTTTCACTTATAGGATTTTCCTTGRCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAAABTTCTGATTTJTACGTATTCTGTGETA
---------------------------------------------------------------------------------------- CATRGA @cTcA----------BITGAAAAGTACCGRCGTTAAGTGAAATETCTGATTTGTACGTATTITGT G- = =« = - - oo s e o e oot oo oo
G--CAA-AT T T A - - - - - - - - - - - - - - - - o oo e e e e e e e e e e e e e e e e GICAIT_
------------------ AlTT G——CIA—
A STT-A-T

__________________________________ C

ABICACAGAATACGTACAAATCAGAAGTTTCACTTBTAGGATTTTCBTTGTCA

-------------- -TCAGAIGITT.CTI!TAGGATITT i T I
ABCACAGAATARlITACAAATCAGAAGTTTCACTTATARGATTTTCR/TTGTCA- - - - - - - - - - CATGAAAATACCGACGTTAAGTGAAATTTCTGATTTTACGTATTCTGTG
CATGAAAAGTAMBGACGTTAAGTGAAATTTCTGATTTGBACGTATTCTGTA
CATGAAAAGTAIGACGTTAAGTGAAATTTCTGATTTG ACGTATTCTGTA
CATGAAAAGTACCGACGTTJAGTGAAATTTCTGATTTGRACGTATTCTTG

-------------------------------- T CATGAAAAGTAIGACGTTAAGTJAAATTTCTGATTT§TACGTATTCTGTA
----------------------------------------- T CATGAAAAGTACCGACGTTAAGTGAAATTTITGITITGTACGTATTCTGTG
T CATGAAARBGTACCGACGTTAAGTGAABTTTCTGATTTGTACGTATTCTGTG
T CATGAAAAGTACCGACGTTAAGTGAAATTTCTGAJTTGTACGTATTCTGTG
T CATGAAAAGTACCGACGTTAAGTGAAATITCTGATTTITA.TATTCTGTG
T ABCACAGAATACGTACAAATCARJAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAAATTTRTGATTGTACGTATTCTGTG
T A CAGAATAIGTA.AATCAGA.TTTCACTTATAGGAITTTICTTGTCA ---------- CATGAAAAGTACCGACITTAAGTGAAATTTCTGATTTGTACITATTCTGTG
T ACAGAATACGTACAAATCAGAAGTTTCARTTATAGGATTTTCCTTGTCA=- - - - - - - - - - CAfGAAAAGTACCGIICGTTAAGTGAAATTTCTGATTTTACGTATTCGTG
T ABCACAGAATARGTACAAATClIGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - - - - - - CAIGAAAAGIACCI!CGTTAAGTGAAATTTCTGATTT!IACGTATTCTGTG
T ABCACAGAATACGTACAAATCAGAAGTTTCAC- - - TAGGATTTTCC- - - - - - - - s m e m e G
T ABCACAGAAACGTACAAATCAGAAGT T CARTTATAGGATTTTCCTTTCA- - - - - - - - - - CATGAAABGTACCGEBCGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
CACAGAATACGTACAAA.A.A.TTC CTTATAGGATTTTCCTTGTCA---------- CATGAAAAGTACCGACGTTAAITGIAATTTCTGATTTGTACGTATTCTGTG
ABCACAAATACGTABAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - -« - - - - - CATIAAAAGTACCGACGTTAAGTGAAATT T TGATTTGjcGTATTCTGT
A CACAGAATAIGT‘AAATIAGAAGTTT ACTTATAGGATTTTICTTGICA ---------- CATIAAAAGTACCGACGTTAAGTGAAAT TCTIATTT——.AIGTATTCTGTG
ABICACAGAATACGTACAAATCAGAAGTTTIRACTTIITAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAAABTIICTGATTTGTACGTATTCTGTG
ABICACAGAATACGTACAAATCAGAAGTTTIRACT TBITAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAAATTECTGATTTGTACGTATTCTGTG
CACAGAATACGTABAAATCAGAAGT TTCACTATAGGATBBT COTTGTCA - - = - = - - - s s s ettt oot

-------------------------------------------------------- AABGHA ClRAATCAGAAGTTCACTATAGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACHTTAAGTGARMTI- - -GATTTGTACGTATTCTGTG
------------------------------------------------ ABCACAGAATACGTACAAATCAGAJGTTTCCTTATAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAARTACCGACHTTAAGTGARATTTCTGATTTTAClTATTCTTA
------------------- oIy (el e cleny o(cFYc B P c el g TRBTAGCACAGAATACGT - - AAATCAGAAGT TTCACTATAGGAT T TTCCTTGT A = - =« = - s - s m s m s m sttt i oA

------------------------------- TAAT - - - - - -

ABCACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - == = = = = - - CATGAAAAGTA CGACGTTAAGTGAAATTTCIGATTTGTACGTATTCTGTG
CACAGAAIACG—ACAAATCAGAAGTTTCACTTATAGGATITTCCTTITCA ---------- CATGAAAAGTAC ACGTTAAGTGAAATTTCTGATTTITA-AI ----- A
ACAGAATACGTICAAATCAGAAITTTCACTTATAGGATTTTCCTTGTCA ------------------------------------------------------------
CACAGAATACGTACAAATIAGAAGTTTCACTTATIGGATTTTCCTTGTCA ------------------------------------------------------------

ACAGAAIACGTACAAATCAGAAGTTTCACITATAGIATTTTC TTGTCA---------- CATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTITACGTATTCTGTG
AIAIAATACGTACAAATIAGAAGTTTCACTTATAGGATTITC TTGTCA---------- CATGAAAAGTACCGACGTTAAGTGIAATTTCTGATTTGTACGTATTCTGTG
________________________________________________________________________________________________________________________________________________________________ G

ACAGBATACGTACAAATCAGAAGT TTCACTTATAGGAT TTTICT TGTCA - - - - - - - - s m s m s m e m oo
ABAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA- - - - - - - - - - CATGAAAAGTACCGACGTTAAGTGAJJATTTCTGATTTGTACGTATTCTGTG
CATGAAAAGTACCGACGTTAAGIGAAATTTITIATTTGTACGTATTCT TA
CATGAAAAGTAICGACITTAIGTGAAATTTCTGATTTGTACGTATTCT TG
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1313 bp

size: 1313bp; fragments: 1179; full length: 0 (>=1181.7bp)
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tastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1621bp; fragments: 1167; full length: 0 (>=1458.9bp)
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TE: md 4 family 2857 Before TEtrimmer 1019 bp

size: 1019bp; fragments: 1122; full length: 1 (>=917.1bp)
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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)
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