Start crop Point End crop Point

1 MSA length = 1069 1
T--CATAT------- ATTTTAAAAT—CACC.TTAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG ---------- GAGTTTTCCTCTCAAGTGGACACCTACCTTTA

TTICATATGCAIAIAATTTTAAATTTTATCTA—IAAGCTAIGTGTCCACTTGAGATTTTCTCGCGAG ---------- GAGTTTTCCTCTCAAGTGGACACCTACCTTAA
8 TACCTAT - AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG - - - = = = - = - - GAGTTTTCCTCTCAAGTGGACACCTACCTTTA
8 TACCTAT - AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG - - - = = = - = - - GAGTTTTCCTCTCAAGTGGACACCTACCTTTA
TTTCACATGCAAAATATTTGAAAATTTACTTTAAGCTAGGTJTCCACTTGAGATTTTCTCGCGAG- - - - - - - - - - GAGTTTTCCTCTCAAGTGGACACCTACCTTTA
------------------------------------- AAAAAAT - = === -=-ee-ue---TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG----------GAGTTTTCCTCTCAAGTGGACACCTACCTTT

ACTAIAT
CCTTGAT
CCTTGAT TTTATRAGAAG - - -« o o o o .

........ GIATTTAAAA CACTGAT
cillTGcATC

AGAAIAGTTGAATT.AA

-------- AAATAIAAAICCATTGTT
TTIA GAAGAGTAAAATATAAAACIATGGAT

------------------ AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG----------GAGTTTTCCTCTCAAGTGGACACCTACCTTAAGE- - -------------cooo-AGTT-----------CATTGAT/IMT -
------------------------------------------------------------------ TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG----------GAGTTTTCCTCTCAAGTGGACACCTACCTTTA e
AGEGE TGTcGAGGGTA,E E€TcGecAG R R TBT----------- - TACCTATTAAGCTAGGTGTCCAITTGAGATTTTCTCGCGAG- - - - - - - - - - GAGTTTTCCTCTCAAGTGGACACCTACCTTTARMM- - - - - - - - - o oo oot a e
A ACTARAAABTTTAAGATTTACTT - - - AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG- - - - = - - - - - GAGTTTTCCTCTCAAGTGGACACCTACCTTTARE - —TAGATI rTTTAT GAAGAATTAAATATAGIAICITTIAT
ABRGT - - -BCT OB T A G T - - - - - - - - - - o o o oo e e e e e e e e oo oo GAGTTTTCCTCTCAAGTGGACACCEBACCTTAAGA- - - - - - -ACg- - - - - - AGAAGCG - - ABICATAGEACCATGGAT
AT T T - - - - - - - - - oo oo e A-emmm-- TAAGCTAGGTGTCCACTTGAGAT TTTCTCGCGAG - = = = = = = = = = o mmmmmmm o e o mmmommmmmmmmeemimemeeememeeeeeooooo-- Ao TAAT
A ABABT - - CATATATAAAATABRTTTAAAATTTATCTATTAGHEG T ATCERET CAGT TCTBATET TR THCTBNEE- - -------- GAGTTTTCCTCTCAAGTGGACACCTACCTTAAGHE- - -------------- A s s m e e e e e e e e e e e e
A ABAR- - ------ ACAAAAAAT - = = == oo o e e e e e o - AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG----=--- - - GAGTTTTCCTCTCAAGTGGACACCTACCT TTA - = - = - = - = o s o s s s o e o e o e m e o e e e e ettt ot ettt ot e oo oo oo oo oo oo oo s
ABRATTTTGAT CATAAAAT TGTCATGETAAGAG - - - - - - = - = - = oo oo oo e o e oo oo o TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG- - - - - - - - - - GAGTTTTCCTCTCAAGTGGACACCTACC CCTAGGT TTTATAGA - - - - - oo oo CTGACHH T THEG TRECBA AT T7G- -
ABRATTTTGAT CATAAAAT TGTCATGETAAGAG - - - - - - = - = - = - oo oo mm oo eme oo oo TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG- - - - - - - - - - GAGTTTTCCTCTCAAGTGGACACCTACC CCTAGGT TTTATAGA - - - - - - - oo oo oo CTGACITTIGTICIAAITTTG— -
TTTCATACACTAAAAAT - == - - - - - - CACCTA--AAGCTAGGTGTCCACTTGAGATTTTCTCGCGAG-----=- - - - GAGTTTTCCTCTCAAGTGGACACCTACCTTAARE- - - - - - TT---WA-------- AAACA - = = - oo m e e e e e e oo
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size: 1069bp; fragments: 286; full length: 55 (>=962.1bp)
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bed g 2.bed fm 1.bed 0 0 n.bed g 1l.bed fm 2.bed 0 O bclin.fa
size: 1379bp; fragments: 285; full length: 0 (>=1241.1bp)
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TE: md_ 5 family 11898 Before TEtrimmer 1037 bp

size: 1037bp; fragments: 303; full length: 56 (>=933.3bp)
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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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