Start crop Point End crop Point

1 MSA length = 807 1

-------------------------------------- BARRAACETTAA- - - - - - - - - -AATCCAACATCAAATAAAAAAGTTATITGCGATTGAAATTCGTAAAAAAATTART GATTATTCTGTTGTGARTETA- - -cARTIE- TR TR
------------------------------------------------------------ AATCCAACATCAAATAAARAAGTTATTTGCGRTTJAAATTCGTAAAAAATTEA ATTTTRTETRTAAATE- - - - - e - T
------------------------------------------------------------ AATCIAACATEAAATAAABAAGTTATTIRIITGATTGAAATTCGT - AAAAAATTEART GATTATTCTGCHTGGAATET
ATTTCAATCGAAATAACTTTTTTATTTATTGGATTTAAATAABCTTTAA - - - - - - - - AAJCCAACATCAAATAAAAAABITATTTGCGATTGAAATTTGTAAAAAATTRART GATTATTCJJGCRTGTGAATR- -
------------------- TTTTATTTATETGEATRTAAATBAACTTTAA- - - - - - - - - - AATCCAACATRAAATBAAAAAGTTAT TG TEAT TBAAATTCETAAAA- - - - - - - - - AfTATTTTGCRTGTGAATRTA
AATCCAAATCAAATAA - - - AJTTATT T TGATTAAAT T TAAAAAAAAT TGTCEA----- - -
AATBBAACATAAATARARA - - - - - v e ATEAGTREA TRGRTTATTC---------- Tr
AATCCAACBTCAAARAA - - - -GTTATTTGCGATTGAAATTTGTAAAAAA- - - - - - - - EIGT T-
A

AATC CATCAAATAAAAAAGTTATTTGC ATTIAAATICGTAIAIAAATT A ITTT
AAICEBABRCATRAAATAAAAAAGEBTATTTGTGTTGAAA - - - - - - - - - - - - GATTAJTCTGCRTGTGAATRTAATTTA
AAT AACATIAIAIAAA AAGITITTTGC ATT

AATCEAACATEAAATAAAAAGTTATTTGCGITTIIAAATTCGTA - AAAAATT

AATCCAACATCAAATAI!:A - GTIATTTGC TT AAAITCGTAAAAAAAIT
IATiIGACATCAAATAA———AITTATITGT -------------------- TT

TTTTTT-BATTTCARTEGAAATAARTTTTTTATTTATIIGGATTTAAATAAACYTTAR- - -------- AATIBAACA - - - - - o oo - ATEA
TTTTIT ----------- AAATAACTTTTTIATTIATGTGGATTTIAATAAACTT A-cmmm oo IATCCAACATCAAATAAAAAAGTTATITGCIAIEGAAITTCGT—AAAAAATT ABT
=

TTTTTTI - - - - - - - - = = = = = = s e o e e e e e e e e e e e e e e e e e e e e e AATCCAARBATCAAATAAAAAAGTTATTTGTGATIGAAATIICGTAAAAAAAT
---------------- TTCAATCGAAATAACTTTTTTATTTATTGGATTTAAATAAACTTTAA- - - - - - - - - - AATCCA[iiC AAATAAAAAAGTTATT|CGATTGAAATT
ATTTCAATCGAAATAACTTTTTTATTTATGTGGATTTAAATAAARTTAA- - -------- AATCCAACABCAAATAAAAAAGTTATTTGCGATTGAAATTEGT - AAAAAATTHEA
------------------------------------------------------------ AATCCAACATCAAATAAAAAAGTTATTTICT TRAAATTCGTAAAAAAATTRART
-ATTTCAATCGAABTAARTTTIIT TATTTATGTGGATTTAAATAAACTTTAA - - = = = = = - - - AlTccGACTCAAAAAAA AT TATTTGCGATTGAAATTTGTAAAAAAATIRRE - - - - - - - - - - - - - - o oo
—ATTTCAATCGAAITAAITTTITTATTTATGTGGATTTAAATAAACTTTAA ---------- AITCCGACITCAAAIAAAIAAITTATTTGCGATTGAAATTTGTAAAAAAAT --------------------------
-------- ATTTCIETIAAATAACTTTTTTATTTATGTIGATTTAAATAAACTTTA - - - - - - - - - - AATJCAACATCAAATAAAAAAGTTATTTICGATTGAAA - - - - - - - - - - - =TT TIATTATTCTGCTGTGATRTAATTT
TTT#TEAAATAACTTTlTTATTTATGTGGATTTAAATAAA.TTT!. ---------- AATCCAACTCAAATAAAAAAGTATTTGCIIT TGAAATTTGTAAAAAAATTEA ATIATIATTTIAC THTGAA-------
------------------------------------------------------------ AATIICAACATCAAATAAAAAGTTATTTGCATTGAAATTTGTAABAAAATTEA - - - -GATTATTCTACHETGTGAGT
AITTCAATCGAAATAACTTTTTTATTTITGTIGATTTAAATAAACTTIAA ---------- AATCCAACITCAAATAAAAAAGTTATTTGCGATTGAAATTCITIAAAAAAT A AT GAITATTTTIT T.AAAT
-------------------------------------------------------------- BATCCGACATCAAATAAAAAAGTTAJTTGCGATTGAAATTCGTAAAAAAATTRA ATEEATTATCTGCTGTARERT

----------------------------------------------------------------------------------------- AATCCACATCAARTAARAAAGTTATTTGCJATTGAAATTTTAAAAAAAAT
------------------------------------------------------------- AATCCAACATCAAATAAAAAAiITATTTGCG TTGAAATTTGAAAAAAATT
T

A---TARTIRRG- - - - - - -
AATTTA

ATTTCAATCGAAATAACTTTTTTATTTATGTIANT THARTARAB T TTAR---------- AAllcAAcATCA - - -[AAAAARTTATITGCGATTGAAATTCGTAAAAAAAT GAGTATTCTHCATATGAATEGTAAGHBCEEE TTA- - - - - -
------- TCGAAATAACTTIRTTTATIRBATGTGGATTTAAATAAACT TTA - - < -« -« - - - AATCRAACATIAA - - - - o v e ATETETETATATATARATETA - -
ATTTCATCGAAATAACHTTTTTATTTATGTGGATTTAAATAAACTTAA - - - - - - - - - - AATCIIGACATCAAATABAAARIGTTATTRGCIATTGAAATTCGTRBAAAAAATEART TTTATRTTGA AA -
A ATTTCAATCGAAATAACTTITTTATTTATGTRGATTTAATEARETTTAA- - - - - - - - - - AATCCGACATCAAATAGAA - ABG T T TH------------------ - ATIATAT THTATRTATARATHETA- -
ACAGAAATTEAGGE - AT T TTHG- - - - - -~ - -- === - TTTTATTTATGTRGATRTAAATAAARTTTAA- - -« -« - - - - AATCCAACATEIABTAAAAAAGTTATTTGTIARTIAAATTCGTAAAAAA - T
T ARGGA T TETCATRAGE T T TBT - - - - - = - = = = = =@ o oo m o o e e e e e e e oo oo oo AffTccAACATCAAATAJAAAAGTTATTTGCGATTGAAA - TTIBAAARAAATT
AGAGAATE T T A AC A T T T T T - - - - - - - - - - oo oo oo AARAACATCAAATAAAAAAGTTATTTGRGATGAAATTTGTAARAARAAIRA
TABGG A AR - TTTT T T T TG T T - - - - - - - - - - - oo oo e e AATCHAARIATCAAATAAAAARBGTATTTGTGATTGAAATTTGTAAAAAAAARE- - - - - - - - -
ATAART - AAACIRRA ATRTCAATIGAAATAACTTTTTTATTTATIGGATTTAAATAAACTTTAA - - - - - - - - - - AATCCACAIAAATAAAAAAGTTATTTGCGATRGAARTTCIAAAAAA - - - - oo
GTABTHTAAATEMAAGE - - - - - - - - - - - - - - - - o o oo TTTATGTGRATTBAAATAAART TTAA- -« -« -« - - - AAT AACATCAAATAAAAAAITTITEIGIGATT Acmmmmmmmo oo s ATHA
ATATAAT T TR AT A T T - - - - - - - oo oo oo o e ANTTETETG- - - - A
- - - - ATCGAAATARR T TTTTTABTTATGTGGATTTAAATAAACT TTA- - - - - - - - - - AATCJAACATCAAATAAABAAGTTATTTGTGATTGJAATTCGTAAAAAAATTEART
TTTClATCGAAATAACTTTTTTATTTATGTGATTTAAATAAACTTTAA- - - - - - - - - - AATCCAACATCAATAAARAAGTTATTTGCGATGAAATTCGTJAAAAAATTIART
e s TTTAAB TR AN - - - - - - - - - - - - oo oo e e AATCCAACATCAAATAAAAAAGT TATTT- -« - -comeae i ABT
- - -ATTTRAAT GATTATTTA

ACEEA T THGEEAR T T T TT TIBATTTCAATCGAAATAACTTTTTTATTTITGTGGATTTAAATAARGT TTAA - - - - - - - - - IET.GA.T AABAAAAAA - - -

------------------------------------------------------------------ TGGETTTABETAAACTTTAA- - - - - -« - - AlJTCCAACATIAAATAA - - —AGTIATTTGTGATTGAAITT GAJTATTCTACTGTAAGTTA - -

- ABTT-BATETABABAAAGT - - - - -l AATCCARIATBAAATAAAABIIGTTATTTGTGATTGAARTTCHT- - - - - - - TRG- - - -- - - ATGAG- - - - - - -
AIAAT TAAACERARABAAAT - ABRT TTTHA- - - - - - - o o o oo TGGATTTIAATAAICTTTAA ---------- A-CAACA CAAATAAAAAAGTTATTT CIA.GAAATTCGTAA AAAAA T - -ATTATTCTGC ;
------------------------ ATHRTT ————————————————————————————————————————————————————————————AATCCAAIATCIAATAAAAAAGTTATT TGATTGAAATTCHT GATIATTCTGT TGTGAATETA - -

ABAAAAATT H T
AITICAACATCAAATAAAA—AGTTATTTGCGATTGAAATTCG ABAAAAAA

AATCCAACATCAAITA AAAAGTTATTIiCGATIGAAATTCGTAAAAA.TT T
TRcGlTTGAAAT - - - - - - - oo . TTGART

'm ;

.

G T——-TA TITAIA

AATCCAABATCAAATIRAAAAANRS T T
AATCERA TCAAGERAAAAAARTTATERTGCGABBGAAATTCGTAAAAAAAAT

N 1 A
AABTCAACRTIRAAATAAAARG - - - - - - - - - - - - o c oo T

ATAATT - ARAT AATC GACATIAAATIAAAAAGTTATTTGCIATTGIAATTC.AAAAAAATT

GTAATTIAAAT AATCCGAC TCAAITAAAAAAITTATTTGTGATTGA -------------- A AT-------

GATTATTC

G
GATIA.T!I

GATTATTCTGC TGTGIAT

AATCCAA ATCAAATAAAAAAGTTATTTGCGATTIAAATICGTAAAAAAATT H i

BT TRACE- - - - - - - - - U

AATCC ACATEAATAAAAAAGTTA - TTGCGATTIAAATTCGT -AAAAAATT

ABT

AATCCAACATIAATIAAAARGTTATT|GCGATTAAATTTTAARAAA - - T ! T GATTRTTCICRlATGAAT

CRBATRE T TTAART AATT TTTTTT- - ----- - - o e oo oo BT TGGATTTAAATABACTTBAA- - - - - - - - - - AATCHIGAC TCAAATAAAAA!ITTATTTGCGATTGAAITTC!IAAAAAAA T ATTATTTRATERTATAAT

-------------- AT@- - - - - AAT AATT TTTTTTA- - - e e e e T TTAAATATACT TTAA - - - - - - - - -FGTCHGETATCAAATAAAAAAGT TATTTICGATTGAAATTCGTAAATRGAAAT GABTATTCEEICETGTGAAT
ATTTGTTG TG T BT T TG - - - - - - - - m e AATCCAACATCAATAAAAAAGTTRT TR TGATTGAAATTCTARAAAAATTEART GATRATTCTGTRTGTGAATETA- - -TARTTHE- - - - - - -
------------------------------------ N e i - [ —— . Y - 1) GATTATTCTGC- - - TGAAT -

--------------------- AAATIEATATAAT TT - - - - - o et L.l AATCAACATCAAATAAAAAAGTTATTTGTIRGT TGAAATTCGTAAAAAAAT TIRART ATTATTCTGCTGTAAAT

ABA----- AGTARABARE- - T TETECTT ARG - - - - - AATCCGACATCAAATAAAAAAITTITTTGcngGAA -TTREARAAAAATT T GATaATTCTGCRTITIA T

ATAATER- AACBARARAA -ATTTCAAJCAAATAACTTTTTTATTTATGTGGATTTAAATAACTTTA- - - - - - - - - - laTccAACATCAAATAAAAAAGTTATTTGIGAT T AARTCTAAAAAAAT GATTA

-------------------------------------------------------------------------------------------------------------- TT

A TCTGCETGTGAGT
A - ABTABBCTGCHTA- - - - - - -
------------------------------------------------------------ AATCIGACATCAAATIAAAAARITATTTGCGAIGAARTTTGTAAAARAR- TRA

GATTATTCTGC TG.AIT

T

- 4 4 4 4 4 -4 - 4 -

--------------------------------------------------------------------------------------------------------------- TGAGT ABTATTCTGCRTGTGAAT

-------------- ARG T T T TATTTATGTGAT T TAAATAAACT TTAA - - < - - - x o x o m ot ot m oL AT T A!-TITAT TATAlAT

-------------------------------------------------------------------------------------------------------------- AT

------------------------------------------------------------ AATIICAACATCAAATAAAAAGTTATTTGCGATTAAATTCG|ARAAAAAA
-------------------------------------------------------------------------------- TRGATTTABATBAARTTTAA- - - - - - —AAT!IAACATCAAATAAAAAAGTTATTTGTGAITGAAATTCGTAAAAAAATT A

----------------- BT AT T T T GOAT T TAAATAAAGT TTAA - - - - - - - c ot oo oo oo

-------------------------------------------------------------------------------------------------------------- AATCCA-CAA-A————————————————————————————————————————
AATEICAACAT AAATAAAA—AITTATTT CIAITGAAITTCITAAAAAA—AT ------
H ABT ATCAAATIAAAAAGTTA—T CGATTIAAATTTGTAAAAAIAA A

-ATT.T.AIAITTTAA T ABTC AACATCAAATAAAAAIGTTAT TGCGATTGAAITICGT—AAAAAAT ART
---------------------------------------------------------------------------------------------------- AATHCGABITCAAATAAAAAAGTTATTTGIMAT TGAAATTCGTAAAAAA - - - - ARTERAT
------------------------------------------------------------ AATCCGAC TCAAATAAIAAAGTTATTT.ATIGAAATTTITAAAAAAATT AGT -
---------- AAATAACTTTT.ATTTATITIGATTTIAATAAAITTTAA— —e e -----AATCHlGA ATIAAATAAAAAAITTATTTGTGATTGAAATTTGT—AAAAAATT ARTEEAT
------------------------------------------------------------ AATCEAACETCAA TAAAAAAGTTITTTGCGATTIAAATTCGIAAAAAAATT AGT T
------------------------------------------------------------- AATCCGACATRATAAAAAGTTATTTGCGAJTAAA-TT TEEA
------------------------------------------------------------ AATCCAACITCAAATIAAIAAGTTATTTGCGATTGAAATTTGTAAAAAAA—— i TEWA T
ATTTCAATFAAATAACTTTITTA TTATGTGGAT TTAAATAAACT TTAA - - = = = = = m m o m 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 e o A AT

-------- TRAAATAACTTTTTTA TIETGTGGATTTAAATAAAITTTAA— - - - - - -MATCHGACATCAAATAA- - - ABTTATRTGT -« -« - v e e A

- ATTTCAATCGAAATAACTTTTTTATTTTGTGGATTTAAATAAACTTTAA - == == -« - - - AATCCAACATCAAATAAAAAAGTTATTTGCGATTGAAATTCIITAAAAAAATTEA T
------------------------------------------------------------ AATCCGACATAAATAAAAARN - TATTTGCGATTGAAATTCGTAAAAAAATTEIIE TEBEA TRGATTATCTGCTGTGAGER- -ATTT
------------------------------------------------------------ AATCBAARGTCAABTAABRAAGTTATTTGTGARTGARATT - -« -« -« - -TT THEA THGATTATTTTGClTATGAG-------C
ATTTCAARIGAAATARCTTTTTTATTTAGTGGATTTAAATAAACTTTAA - - - - - - - - - AATCCAACATCAAATAABAAAGTTATTTGC ATElaAAITCGTAIAAAAATT TEEATIEA T TR T TCTACHTGTAAGTRTAA
------------------------------------------------------------ AATCCAACATCAAAJJAAAAAAGTTATTT TIGHAAT TCGTAAAAAAAATBA - - - - - - o o oo oo
------------------------------------------------------------ AATIICAARIATCAAATAAAAAAGTTATTTGCATTGAAATTCGTAAAAAAA - - - - - TEIATBGATTATTCJACHTGTGAGTRTA - - - TA

-------------------------------------------------------------------------------------------- AATCCAACATCAAATAAAAAA.TATTTGCGATTGA.TTIGTAAAAAA.T-TIATIGAITATTCTGCITGTGAATITA— e
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 807 bp

size: 807bp; fragments: 253; full length: 8 (>=726.3bp)
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/ 1914 fasta.b.bed uf.bed g 1l.bed fm 1.bed O O bcIn.fa_aln.fa cl
size: 1153bp; fragments: 178; full length: 0 (>=1037.7bp)
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TE: mnd_5. family 1914 Before TEtrimmer 619 bp

size: 619bp; fragments: 174; full length: 1 (>=557.1bp)
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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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