Start crop Point End crop Point

1 MSA length = 480
------------------------- cAffrAanac ATATB- - - - - eeieie oo - CBTCETTAAAAATGTGTCAGR- - - - - - - - - =CCTACTAGCTTGATTTGCCCACTTTGGTCAATTGACGGGCTTCCAGTIRTATAATATABAGTTCABTG
---------------------------- AATGAACT TATA-----ACTGGAATGGCIRCCGACCGTTTAAAGATCTTGTAAAAATGTGTCAGG- - -« ------CCTACTAGCHTGARTTGCCTIARB T T- - - - - - - - - - - m o oo m e
---------------------------------------------------------------------------------- TTGTAAAAATGTATCAGG- - - - - - - - - -[jcTACTAGCTTGATT T ccTCACTTTGGTRAATTGARGHGCTTCCAGTATIAATATARAGTTCATTGRT
------------------------- BERERC ATGAACTIMATARA - - - -[JacTGAATGGccCAAlCGTGTAAAGATCTTTAAAAGIGTATCAG]- - - - - - - - - -CCTACTAGCTTGATTTGCCTCACTTGGTIAATTGACHAGCTTCCAGTATATA- - -[MTEAGTTCATTG
CAAIIEACTERARE T -7 TATACTGGATI|GCCCCGACCGTTGTAAAGATCTTG- AAAAGTGTGTAGG - - - - - - - - - - CCTABMTABCTTRATTTGCCTCACTTTGRTCABTTGACHA- - - - -« -« - - - TBRTAT - -AT
AT AAACTIRRATII T A - - - - - o oo e eaaaa - CCTACTARCTTGATEBTEIRETCARTTTGGTCAABTGACGG - - - - - - - - - - - ARRTTTRGAT T
CAATGAACTEGRATHEN- - - - --- - - - ATGGTIRCCGACCGTTGTAAAGATCTTGTAAAARTGTGTCAR- ------ - - - CCTACTABCTTGATTTGCCTCACTTTGGTCAGT TRACHCTBT THCA- - - -BBA- - - - - -
CAATGIABTRTATATA - < -« o ca e ATCTTIITAAAAGTGTGTCAGH---------- MCTACTABCTTRATTTGCCTCACTTTGOCAAT TGABGAGE - - - - - - - - - oo e e
CAATGAARTERATETATTTATARTGRAATIICCCCGACCGTGTAAAGATCTTITAAAAGTGTGTCAGG- - - - - - - - - - CCTARAGCTTRATTTGRCACTTTGGTCAATTGACGAGCTTICAGTATATAATATAAGTTCAT - - - T
CAATGAACTIRMATATA - - - - TACTRJAATGRICCCCARBCCGTTGTAAAGABCTTGTAAAAGTGTATCARG- - - - - - - - - - CCTACTAGCTGATTTGCCTCACTTGGTCAATTGBGGGCTTCCAGTATARJA- - - TTEAGTTCATTG
----------------------------------------------------------------------- TTRT- - -JATCTTTAAAAATGTGTCAGG- - - - - - - - - - CETACHAGHIGGATTTGCIlICACTTTGGTCAATTJACGGCTTCCAGTATAT - ATATARAGTTCATTGT
ATEA - - - ATACTGGAATGGCCECGARBGTTGTAAAGATCT TRTEAARGTGTGTCAGG - - -« - - - - - - CRTACRAGHTTGATTTGCTCARTT TG TCAATTGACGGGCTTICAGTATATAlTATEAGTTCATTGYT
TR AT AT A c - = - o oo m e oo e e e e et e e e e e e cTcallc
----------------------------------- AHT eeeee - WGACTETTGTABAGATCT TRBAAAAGTGTATCARBG
- - -TTGGARE G TTATTTAGG " TAATTAA AEAIACT ----------------- CIGACCGTTGTAAAGATCTTEIAIGATITGTIAG
ANRER A IRE A T A AJARATT - ATACTGGAATGGTfccGACCGTTGTAAARBTCTTGTAAARGTGTGTCANG
CAATGAACTEATAT- - - ATACTGGAAT - GCCCIGACCTTTAAAGATCTTGTAAAAGTGTGTHARG- - - - - - - - - - CCTARTAGCTTGATTTBECTCARTTTGGTCRAT TGACGGGIT TCCA - = = - ATA - = -« o c o m e oo m oo
------------------------------- CAlTGAACTEBATATA- - - - - -CTGGAATGGCCCCGACCGTTGTAAAGATCTTGTAAAAGTGTIITCAGG----------CCTACAGEITTGATTTGC - -----cccemea e e e e oo - ATAATAAER T TTART -W T AA
------------------------------- CABTGAACTEBBATATA- - ----CTGGAATGGCCCCGACCGTTGTAAAGATCTTGTAAAAGTGTITCAGG-=---------CCTAC AGITTGATTTGC e e e e —ATAATAIA.TTTAIT—IT-AA
------------------------- ATATA----TACTGGAATGGTCHCABCCHTTGTAAAGABCTTGTAAAAATITGTIRBGG - - - - - - - - - -[JCTACTAGCTTGATTTGETIGMGEC T TG T CAAT TGAC - = - - - - - s - e e e e et
------------------------- ABGHEA T ABABACTGGAABGGCCCBGACCGTTGTARBAGATCTTGTAAAAGTITATCA - = - - - = -« - & - s - e - e oo f oL L L L f L Lol
--------------------------- CAATGAACTIBATATA- - - - TICTGGAATGGTCCCGACCGTTRTAAAGATCT TIIBABIAGTGTGTCAGG - - = - = - = - = - = - & - s =t ot =t o b oL L L L L L L L Lo Lo i fotooooooooooo—o—ooooooo.
------------------------- CAATGAACTIATATA - - - - TACTGGAATGGTCCCAARIGTTGTAABGATCTTGTAAAAGTGTGECARG- - - - - - - - - -l TAcTAGCTTGATTTGCTRACT T GG TIBA T TGACPGGlTTCCAGTATATAATATABAGTTCATTART
------------------------------------------------------------------------- GT- -GG T TGTAAAAGTGTATCAGG- - --------CCTABTABCTTGATTBRC- - - -« -----v-vmeeao oo {TA- - - TTEGAGRTCATTG
AT AABCT TATT-ATHCTGGAATJGTCCCGACCGTTGTAAAGATCTTTAAAAATGTATCAGH- - - ---- - - - CCTACTAGCTTGATTTCCTCACTTJGGTCAATTGACGGGRTTCC- - - - - ATAATATARAGTTCATT
caAllAAC ATABATATATACTGBAATGGECCCAACCGTTGTAAAGATCRTGTAAAARTGTTCAGG - -« - - - - -« - oo oot et Lo
CAATGAACTIMA TAT A - - = & o o o o e oo o e e e oo e AAAGTGTATCAGRE---------- CCTACTAGCTTATTTGECTCACTTTRGTCAGT TGMCGCH/C- - - --------- AT AT A - - o o oo o e e e e e e e e oo
CAATGAACTIIATIT A - - - - - - oo oo oo ool
----------------------------------------------- TTTemmmmmmme e e oe oo - - ABMCTTGTAAAAGTRTGTCAGH- - - - - - - - - -CTACTAGCTTGATTTGCCTCACTTTGGTCAATTGABGAGCTTCCARNTATBGA THGA
----------------------------------- GAART TATT T - - c e m e .CCTACTAGCTTGATTTGCCTCACTTTGGTCHATTRACGGGCTTCHAGTATATAATATATAGT THARTG
------------------------- TERGTTCAATGAACTEEATATEET TATACTGGAATEGCCCCAACGTTGTAAAGATCTEGTAAAAGTIRTATIRAGG - - - - - - - - - - CCTACBAGCTTGATTTGCCTCA- = === = s e -emeee oo oo - ATA- - - TTGAGTTCATTGT
------------------------------------------------------------------------- GTAAAGATCTTGTAAAAGTGTARCAGG- - - - - -----CCTACTAGCTTGATTTGCCTCACTTTIJGTCAATTIJACGGGCTTCCARTATHTAATATABAGTTCAT - - - T

CAATGAACT ATATA——IAIACTGIAAIGGCCCIGACCGTTGTAAAGATCTTGTAAAAGTGTGTCAGG

CAABGAACTEMIATATA - - - - TACTGGAATGGCCCCAACCGTTGTAAAGATCTTGTAAMAGTGJaTCAGG
CARTIAABTEATATATTTTACTGGAATGGCCCIGACCGTTGTAAAGATCTTGTAARATGTGTCAGG
CABTGAACTEBA - - - - - - - ATACTGGAATGGTCCCAARIGTTGTIAAGATTTGTAAARATRTGTCAGG - - - - - - - - - - CCTACTAGRTTGATT TIRCCCACT TTGT CAAT TGACGGGET - - - - - - - o s e e et
CAATGAACT ATATA————TACTGGAATGGCCCCAACCGTTGTAAAGATCTTGTAIAAA TATCA-Gemmmmmmm = - CTACTAG TTIATTTGCCTCACTTTGGTCAATTGA.GGCTTCCAGTATATA———TTIAITTCAITGIT_ ----------------------
CAATAAACT CETACTBCTBTGATTTGCCTCACHTTGGTCRAT T/ - - - -----a- -2 BBAABG- - - - - - - - -

ATATA----TA TGGAATGGCCCCAACCGTTGTAIA.TCTTGTAAAAGT TITCA ------------
CTGGAATGGCHCEGACCGTTGTAAAGATCTTGTAAAAATGTAT CAGI - - - - - - - - - - - o oo oo oo oo

CAATGAACT

T@H A
ATATA- - - ATACTGGAATJGJcCCGACCTTGTAAAGATCTTGTAAAAGTGJGTCAGG
ATATH- - TAjacTGGEANGGCcccCcGACCGTTGTAAARATIRT TGRAAARGTGTGTAGG - - - - - - - - - - CCTACTAGCTTGATTTGCTCACTTTGGTCAJACGGGCTTCCA- - - - - - - ATABABAGTTCATTG- - -« -« - - - - A s e e e
ATRTA- - - - GAAGGGCHCcCGACC@T@TAAAGATCTTCEABAAATGTGTCACHE- - - - - - - - - - CCTACTAGC----TTTGCCTCARTTTGGT A - - -« - - - - -namamnn- G- ----- -
-------------------------- AA TTGTAAAAGTGTGTCAGG- - -« -~ - -CBTACTAGCT -« - - ocmmea i ATATABAGT TCABBC
------------------------ TAAAHTTGTAA.G— -T@TCcAGH---------- CITAITAGCTTGATTTGCCTIACTTTIGTCAATTGACGGGITTCCAGTATATAATATAIAGTTTATTG

ICTGGAAIGGTCC GACHGETGTAAAGATCTTGTAAAAATGTGTCAGG
ABATATTTATACTGGAATGGCHMCGAEG TGTAAiIATCTTGTAAAAGTITG——AG

——————— TGGAATGGTCCCGACHGTTGT - - GATITTGTAAAAGTGTGTCAG

------- TGGAATGGTCCCGACHMGTTGT - -lMGATIT TGTAAAAGTGTGTCAG
_________________________________________________ S
ATC.TIA ATTAAT CAATGAACTIATATA - - - - TACTGGAATGGC CCAACCGTTGTAAAGATCTTGTAAAAGTITATIAGG
---------------- ATIAAT AITAAICT ACE T TT—ATACTGGIATGIC C GACCGTTGTAAAGATCTTGIAAAAGTGTGTCAGG
-lc A ATTABT CAATGAACT ———ATICTGGAATGGCC CGACCGTTGIAAAGATCTTGTAA—AATGTGTCAGG
S TTIRATTA - - -TTAA CAATGAACTERATHTA - - - - - ACTGGAAIGICC CGACCITTGTAAAGAICTTGIAAAAGTGTGTCAGI
---------------------------------------------------------------------------------------------- GTCAGG
AITAAICT A.TITT—ATACTGiIATGIC CIGACCGTTGTAAAGATCTTiIAAAAGTGTGTCAGG
CAATGAACTEMATATATT - - - - CTGJAATGGCICCAACCGTTGTAAAATCT T TAAAAGTGTGTCA

AATGAACT ACTGGAAIGIC CCGACCGTTGTAAAGATCTTGTAIAAGTGTGT GG
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 480 bp

size: 480bp; fragments: 100; full length: 5 (>=432bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 790bp; fragments: 67; full length: 0 (>=711bp)
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size: 480bp; fragments: 89; full length: 1 (>=432bp)

TE: rnd_5 family 833
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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