Hu Livy rultic

SLdlt LTvpy Ul
1 MSA length = 2076 1

TGTCAGAGATTAATAAAATTTAGAAGTAAAGTCGCGAATTGTCAGACACT - -=-=-=-=-=-=--- AAAAAACAAACAGAATATCAGCAATTATTACAAAAAATATAATATAACCAAGETATGGATT TC
TGTCAGAGATTAATAAAATTTAGAAGTAAAGTCACGAATTGTCAGACACT - -=-=-=-=-=-=--- AAAAAACAAACAGAATATCAGCAATTATTACAAAAAATATAATATAACCAAGETATGGATT TC

TGTCAGAGATTAATAAAATTTAIAAGTAAAGTCGCGAATTGTCAGACACT ————————————————————————————————————————————————————————————————————————————————————————————————————————
TGTCAGAGATTAATAAAATTTAGAIGTAAAGTCACGAATTGTCAGACACT —————————— AAAAAACAAACAGAATATCAGCAATTATTACAAAATATATAATATAACCAAGETATGGATT TCRACAGTATTATERATTECAGA
CAGTHTERTEAT AGA

ABRAGAMTTA TTHRCAGA

AIAGTATTAT ATTHECAGA
ACAGTATTATERATTERCAGA

-TTTTG
GTTTTA
ATTTTA

TGTHAGAGATTAATAAAATTTAGAAGTAAAGT CACGAATTGTCAGACACT - = - = - = - = - s - s m s sttt e b e b Lo TATAAATT TT
-------------------------------------------------------------------------------------------------------------- TC

:

AAAAAACAAACAGAATATCAGCAATTATTACAAAAAATATAATATAACCAAG
AAAAAACAAACAGAATATCAGCAATTATTACAAAAAATATAATATAACCAAG

O 0 = =4 o4 34 - -




Start crop Point End crop Point

|
(ARARANT A MDY O RO R
AR OOV O SN AT
U OO FOR OO A0 O OO SR
VAN 1T TR

AT R llIlIliIIIlIIIIllIlllIlIIIIIIIII-lIIlI
EIII{H{' VAR CMMIE OV ORI

Il | I
0 O R A A AT

OO KN A G | | ]
VRV ARU AN O T EIII

[ |V 0 0 A i

Il AT PR AT RN R AT AR
LI AARATOP MOV DO OO0 A | (UM HUM DDA OO DN DO O
Y 0RO O 1 WAL O IIII|I T LR

500 1000 2000




.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2076 b P

size: 2076bp; fragments: 109; full length: 0 (>=1868.4bp)
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asta.b.bed ufbed g Lbed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 2581bp; fragments: 109; full length: 0 (>=2322.9bp)
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divergence to consensus (%)
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size: 4942bp; fragments: 221; full length: 1 (>=4447.8bp)
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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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