Start crop Point End crop Point

1 MSA length = 1419 1
ABATACACTGAR-ACATACGAAA -BAGTCACTABAATTTGTGCTACTTTT TG -« -« -« - - - CAAAAAGTAGCACAaTTATAGTGACTRGTTTCGTATTCCGTCAGTIN- - AT G
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---------------------- GGGTCECTATAATTTGTGCTACTTTTTG- - - - - - - - - - CAAAAAGTAACACAAATTATAGTGACJCGTTTTGTATGTCCGTCRGTGT - - - - WA
TICACTGAGGACATAIGIAACGAGTCACTATAATTTGE.iTACIETTTG ---------- CAAAAAGTAJEIIAAATTATAGTGACTCGTTTCGTATGCGTCAGTGTATRT
--------------------------------------------- BrATAATTTGYGljTACTTTTG
------ ATACACTGAGGACATACGAAACGAGTIJACTATAATTGTGCTACTTTTTG e
----- ATACACTGAGGACATACGAAARIGGJCACTATAATTTGTGCTACTTTTTG e e e
-------------------------------------- ACTAATTTRTGCTACTTTTTG G
ATAlACTGAGGABATACGAAACGAGTCATATAATTTGTGCTARTTTTTG- - - - - - - - - - CAAAAAGTAGCACAAATTATABTGACHCGTTTCGTATGTCCBCAGTGTAT -« -« - - oo oo - - - - G
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TACACTGAJJGACATACGAAACGAGTCACTATJATTT - —iITICTTTTTG ---------- CAAAIAGTIAIAIAA ----------------------------------- A
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ATACARTGARGACATACGAAARGIIGBCACTATAATTTGTGCTACTTTTTG - - - - - - - - - CAAAMAGTAGCACHAATTATGTGACTCGTTTTGTATGTCCGTCAGTGTATYT A

ATACACTGAGGACATACGAAAIGAGTCACTITAATTTGTIiTACTTTTTG
G

ATA TGAGGACATACGAAACGGGTCACTATAATTTGTGTACTTTTTG
TBCACTGEGGACATACGAAACGAGT - - CTATAATTTGTGCTACHTTTTG- - - - - - - - - - CAAAAAGTAGCACAAATTATAGTGACTCGTTTTGTATGTCCITCAGTGTAT——
AT CICTGAGGAIATACGIAACGAGTCACTATAATTTGTGCTACTTTTTG CAAAAAGTAGCACAAATTATAGT.CICGTTTCGTATGICCGTCIGIGTAT

ATACACTIAGGACAT.GAAA GAGTIACTAT ATTTGTGCTACTTTTTG
ATACACTGAGGACATACGAANC AGTCAITA AATTTITGCIACITTTTG
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--------------------------------------------------------------------------------------- CAAAAAGTAACACAAATTATAGTGACccTTTCcGTATGTCC@cAGcjaTTT A T A TAATTTAAR
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----------------------------------------------------------------- AAAAGTAGCACAAATTATAGTGAC CGTTTCGTIIGHClTRA- - - - - -
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ATACACTGAGGACATACGAAACGAGTCECTATAATTTGTGCTBCT TT TT - - - - - oo

TA---- - oo At TAATTTGTGCTACT BT T TG - - - - e m e e e e e
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--------------- TAA- - c o m e e L TATAAT TTGTGCTACT T T T T - o - o oo oo oooooioooo.oo..

TAAITIA.ATIGT -AT -
ATAITT

CACTIAGGACATICGAIACGAGTCACTATAATTTGTGCTACTTTTTG _________
TACACTGAGGACATACGAAACGAGTCACTATAATTTGTGCTACTTTTTG

------------------------------------------------------------------------------------------ CAAAAAGTAGCACAAATTATAGTGACTCGTTTTTEIGcclTcAcTH - -[lT
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--------------------------------- ABAR T TTGTGCTACT T T TG - w o e e e e A
ATACACTIAGGAIATACGAAACGAGTCACTATAATTTGTGCTACTTTITG ----------------------------------------------------------------------

CAAAAAGTAGCACAAATTATAGTEA TCGTTTCGTAIGTCCGTCAGTGTAT
CAAAAAGTAGCACAAATTATAGT CTCGTTICGTATGTCCGTCAGTGTAT

CAAAA GTIGCACAAATTITAITGACTCGTTTCGTATGTICGTCAGTGTATTT ........
CAAAAIGTAACACAAATTATAGTGACTCGTITT.A.TC ---------- T--
T ATACACTGAGGACATACGA - —.AGTCACTATAATTT LT ol - o i e T..
------------------------- T AATITLCTACTTTTTI————————————————————————————————————————————————————————————T——
-------------------- GAGECACT AATTTGTGCTACTITTTG

ABIATACACTGA GA CATACGAAA-EA TCACTATAATTTGTGCTACTTTITG
ATICGAAA GGGTCACTATAATTTGTGCTACTTTTTG

- TACECEGAGGABATACGAAARGGGTCACTATAATTTRTGCTAETTTTTG
- TACECEGAGGABRATACGAAARGGGTCACTATAATTTRTGCTAETTTTTG

TGTAAIAIETACACTGAGGACATACGAAACGAGTCACTATAATTIGTGCIACITTTTG

H------ TACACTGAGGACABAMGAAACGAGT CACTATAAT TTGTGCACT TTTTG A - - - - - =« -« s - s - s oo o oo Lo Al THER AN~ B8 A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- T--FCETT AT AR ABAT TEATGEALET TTTTAGA -

------------------------------------------------- I-------------------------------------------------------------------------------------------------------------- AlACTHA TAAT - - - - -
CAAAAAGTAGCACAAATTATAGTGACHMCGTTTCITATGTCCGTCAGTGT - - - - ACTHA
CAAAAAGTAGCACAAATTATAGTGAC CITITCG ATGTCCITCAGTGTAT—— ABA TEA
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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 1419 bp

size: 1419bp; fragments: 878; full length: 9 (>=1277.1bp)
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/ 3290.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries
size: 1735bp; fragments: 613; full length: 0 (>=1561.5bp)
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TE: mnd_5. family 3290 Before TEtrimmer 770 bp

size: 770bp; fragments: 452; full length: 19 (>=693bp)
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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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