Start crop Point End crop Point

1 MSA length = 530 1

ABTGTTCCAAAATATCTTTGAA- - ACAAAATACATATTTCTTAAGAAATECG- - - - - - - - -- AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGCACARATT - - - -ATTT
ABTGTTCCAAAATATCTTTGAAACAGAAAAJACATATTTCTTAAGAAATHICG- - - - - - - - - - AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGJACAGATTGAT - - -TT
THTGTTRCAAAATATCTTTJAAACAGAAAATCCATTTTTCTTAAGAAATRICG - - - - - - - - - - AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGCACAGATTAAT - - -TA
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TAATTTTT

------------------------------------------------------------ AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGC----------AATTT
----- THTGTTCCAAAATATCTTTGAAACAGAAAATACATATTTCTTAAGAAATJCG- - - - - - - - - -AGTCCACAACAACACTCTCAJAAATTGTGTAGCGGCAAGATTACCGCA- - - - - - - - - AATRT
------------------------------------------------------------ AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGJACAGATTGTTAATAT T-TAATTTTT
-------- TGTTCCAAAATATCTETGAAACAGAAAATCCATTTTTCTTAAGAAATICG- - --------AGTCCACAACAACACTCTCATAAATTGTGTAGCGGCAAGATTACCGCACAR---------TT THRARE T AR T
—IGG.TITGTTCCAAAATATCTTTGAAACAGAAAAACIATATTTCTTAAIAAAT CG--mmmmmm-- AGTCCACAACAACACTCTCATAAATTGTGTAGCGGIJAAGATTACCGCACAGTTGATARIA TET ATTTIT
------- TETGTTCCAAAATATCTTTGAAACAGAAAATACATATTTCTTAAGAAATBCI - - - - - - - oo oo
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bed fm_1.bed 0 O n.bed g 1l.bed fm _2.bed 0O O bcIn.fa aln.fa _c

divergence to consensus (%)
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d g 2.bed fm _1.bed O O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_a
size: 831bp; fragments: 66; full length: 0 (>=747.9bp)
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divergence to consensus (%)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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