Dmel
Dsim
Dsec
Dere
Dyak
Dana
Dper
Dpse
Dwil
Dmoj
Dvir
Dgri

Dmel
Dsim
Dsec
Dere
Dyak
Dana
Dper
Dpse
Dwil
Dmoj
Dvir
Dgri

Dmel
Dsim
Dsec
Dere
Dyak
Dana
Dper
Dpse
Dwil
Dmoj
Dvir
Dgri

Dmel
Dsim
Dsec
Dere
Dyak
Dana
Dper
Dpse
Dwil
Dmoj
Dvir
Dgri

Dmel
Dsim
Dsec
Dere

RPRRPRRRRRRRRRR

120
120
120
119
106
121
143
147
141
127
118
118

157
157
156
156

Supplementary Fig. 5

© QRS 2

TG
o7
o7
TCAAGCTAC

TATCT C
EﬁTTT TAEC
ATCCTEgTAEC

ATTCAATTRG
ATTCAATTRG
ATTCAATTRG
ATTCAATTRG
ATTCAATTRG
ATTCAATTYG
ATTCAATTR®
ATTCAATTH®
ATTCBATRRG
ATTCAAT(ORG
ATTCAATTRG
ATTCAATSRG

ACTTTUALRIT
EA®ACTGTTC
GMC

CTTCTCACTT GGCGTGTTGC

GGA CCGAACA
GGA CGGAACA
GGA CCGAACA
GGA CTGA-CA

TGAAT GAT

eXoloRk=l > > > > > > > b

CGATCGATC GATCGCTGGA TTTACTGAAC CCCTUTHCH
TCGATCGATC GATCGCTGGA TTTACTGAAC CCCTUTUCIM
OTOTTTT|
T ATGCGTTGAT TCGTUGALEM
AAAT CCGTUGAIM
AAAT CGATUGAIN
Dys GAA
o
pecuT
TGO
TGO
TGO
TGO TL
TCUTIRR)
ATAGCTC CTYCUYGTTCA ATTGC
CCGATGCGAT [TGTTTA TCUT®
C-GATCCCAT TGl T[®
C-G TCC-AA LETAC

UGETTGGTTA
OGETTGTTA
OGETTCGTT
OGATTGGTTA

> > > D>




Dyak 143 GG TGGTTA

Dana 160 GGTT-TCTGG TTTHiCCINNA ALl
Dper 175 AT
Dpse 179 AT
Dwil 191 ACGATT TEGGUTTIMIT ATGAAAATCC AATATTETAA
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