Start crop Point End crop Point

MSA length = 374

A A GIRAA » BRATT Al A cAnAGABEA CBAABTTT TRGAAGAT- - - - - - e e GTAAAAACGCATGCGTTT---------- GCCATCCCTGCGTTTTTACTGCAGCCGCAAAAACGCHCAGTGTAACACCGGcTAARABIATT -
AGA TTTTA------ - GATMAGECGGTGTTACACTGCGTTTTTGC-GCTGCAGTAAAAACGCATGCGTTT - -« - - -« - - - BccATcCCTClGTTTTTACTGCAGCCGCAAAAACGCITAGTGTAACACCG - -« -« =« ===« - - -
---------------------------- THAGCCGGTGTTACACTGCGTTTTTGGGCTGCAGTAAAAACGCATAGTTA - - - -~ - - —GCCATCCCTGCGTTTTTAiIGCAGCCGCAIAAACGC CAGTGTAACAIiGG e
----------------------------------------------------------------------------------------- GCCATCCCTGCGTTTTTATGCAGCCGCAAAAACGCHCAGTGTAARACHGG G
CBGCBCT TR G GTI B CACE - - - - - - - - - - - oo o oo e e e e GCCATCCCTGCGTTTTTACTGCAGCCGCAAAAABGCBCAGTGTAACACCGG G
C GTGTTACACTGCGTTTTTGCGGCTGCAGTAAAAACGIBTGCGTTT---------- GCCATCCCTGCGTTTTTACTGCA.CiIAAAAACGC CAGTGTAACACCGG A
ATAAGTTTATAE ARG, - - - - - - - TGTTACACTGCGTTTTTGCGGCTGCAGTAAAAACGCATGCGTTT == ===~~~ - GCCATCCCTGCGTTTTTACTGCAGCCHCAAAAACGCTAGTGTAACACCGC A
- -AA ACAA - - - C AA--T AGCCGGTGTTACACTGCITTTTTGCGGCTGCAGTAAAAACGCATACITTT ---------- GCCATCCCTJClTTTTTACTGCAGCCGCAAAAACGCECAGTGTAACACCGG A
R— ACIA— - - A -ATAAAAACGIATGCGTTA ---------- GICATCCCTGCGTTTTTACTGCAGCCGCAAAAACGC CAGTGTAACACCGG A
----- ACTA- - - A ———————————————————————————————————————————————————————————————GCCATCCCTGCGTTTTTACTGCAGCCGCAAAAICGC TAGTGTAACACCGC A
----- ACAA - - - A ———————————————————————————————————————————————————————————————GICATCCCTGCGTTTTTACTGIAGCCGCAAAAACGC TAGTGTAACACCIC A
---------- C AGGTIAGCCGGTGTTACACTGCGTTITTGCGICTGCAATAAAAACGCATGCGTTT——————————GCCATCCCTGCGTTTTTACTGCAGICGCAAAAACGC CAGTGTAICACCGG G



End crop Point

Start crop Point

— e I — e
SE=CEm—==
— —

o
= -”.l
. “lll.l —

B —a .| ———gay
ar—  — —
—— e

T

S=S=S========5
e
S s e s s B

600

A S W S S —

ﬂlﬂﬂﬂﬂlﬂﬂlﬂ
=t

=

SSEES=S==_
o o

o



1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
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size: 374bp; fragments: 205; full length: 19 (>=336.6bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 677bp; fragments: 151; full length: 0 (>=609.3bp)
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TE: mnd_5. family 1246 Before TEtrimmer 350 bp

size: 350bp; fragments: 108; full length: 2 (>=315bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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