Start crop Point End crop Point

1 MSA length = 4221 1

-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAARAARAARA AT AAAABAAAAATAATATCAAAAAAAAAAA- - - - ATA
------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - - AAAARIAAAAA - - - - - - - - - - - .- CAAAAA-----TA

A-CA AAATCGGACAGGATGAGAGTGAGATACATATTAAAACAGCAAGAAACTTG - =---=--- - AAAAAAAAAAAAAAAAAAAAAAATIIAAAARIMAAAATA - - - -« oo -

A-CA AAATCGGACAGGAGGAGAGTGAGATATATATAAABAGCAAGAAARTTG- - - - - - - - - - AAAAAAAAAAAAAAAAAAAAAAAA - AAAAARAAAAAAAAR

A-eeoeoeoe--AGATAGCAACRTAGC TG TGGACIBAGTT - - - - - - - = - = = = = = = = = & m o f o e e e e oo oo oo AAAAAAAAAAAAAAAAAAAAAAAA - - A - = o m o e e e e
A—CGIA1TA AlAR- - GACAGGBGGAAAGTGAGATTATARTAAABABICACGAAACTTG - - - - - - - - - - AAAAAAAAAAAAAAAAAAAA - AAA - AAMAAAIAATAATAA
AACAGETGRT THABEEAA TEACEE A CC TN TN COM AR - - - - - - - - - - - - - - - - - oo AAAAAAAAAAAAAAAAAAAAAAAA - AAAAARAAAAAAAAR- - - - - AAAAAAAAAA - - = - = o o oo
-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - AAAAAIRAAAAATAA
--------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - AAAA - - AAAAAAAA
-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - AAAAAIIAAAAATA
-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - AAAAAIAAAAATAA
-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAAAA - AAAAAIAAAAAAAA
-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAARAAR- AATAARAATAATAA
T THA - cABETG- TTHARAAAAT ABcAB@T - AGABBAAATCGGACAGGATGAGGGARAGATATBTAT TAAAACAGCGAGAAAIT TG - - - - - - - - oo oot Lol
T T CATARRGET - - - AAAACAARTEAREA T 1 AAAAAAAAAAAAAAAAAAAAAAAA - - AAAAIIAAAAA - - - - o oo AAIAA - - s T A oo
TARARTIN THA - C AG- CTHABAAGATAA CACATET -BEATA- - - - CBACAGGATGAGAGAGAGATATTATTAAAACAGCAAGABBCT TG - - - - - - - - - AAAAAAAAAAAAAAAAAAAEIAAI—AATAA TTATT C———CA—ACIT“AA
AAAAAAAAAAAAAAAAABAIIAAAATAATAA TTlrT - -CAAACEC AA

AAAAAAAAAAAAAAAAAAAAAAAA - AAAAA
AAAAAAAAAAAAAAAAAAAAAAAA - - AAAA
AAAAAAAAAAAAAAAAAAAAAAAA - - AAAA
AG-TA AAAATIA AAAAAAAAAAAAAAAAAAAAAAAA - AAAAA

TABRAATERAT A
clli A A A
cCABAATEMTHA - CA A
TARAN TR T AACGIAIACT AAAITAA AAAAAAAAAAIAAIAAIAAIAAA.AA.A

-------------------------------------------------------------------------------------------------------------- AAAAAAAAAAAAAAAAAAAAAIAATAATAA

CABAATEISRTEC - TABRRATAT THABAAAATAA AAAAAAAAAAAAAAARAAIRAAIRAATAATAARAATAATIRARTATCAAGAAABEAAAATAAA
CABAATEISRTEC - TABRRATAT THABAAAATAA AAAAAAAAAAAAAAARAAIRAAIRAATAATAARAATAATIRARTATCAAGAAABEAAAATAAA - -CAAATETHA

-------------------------------------------------------------------------------------------------------------- AAAABARBIBEAA AAA - - - - - - ool

AAGATAA

A.ACAA

AAAIATAA
AATAATAA

CIGCAIA———A AAA - - - - -




——

Pl F— f—— | PR TE— E— Pl F— Pe— T}
| PR PENENNEEN S
______________________

! ! ! ! ! ! ! ! ! ! ! ! ! ! ! ! ! ! ! ! — ! !

=== = == |

.....
e —t———
_____

2000

1000

|

AT AT TR ARG T
IJ
O N 0

O DN A O O T

:

i

=
—
I"nm

D =
[}
]
10 -
0

3000



2d_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa_aln.fa_cl.f

divergence to consensus (%)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5 family 3018

size: 638bp; fragments: 260; full length: 0 (>=574.2bp)
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After TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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