o—Catenin partition A

99

Ddi Vincul
Mbr A1
Aqu aCatenin
Nve A1
Tad A1
Cca A1
o-Catenin
Dme aCatenin ML bs < 50%
Bay pp =0.79
Hsa aNCatenin
Hsa aTCatenin
Hsa aECatenin
Nve A3 \
Dme aCatulin
90 i
Coa A3 > Catulin
0.99
Hsa ECatenin

Aqu Vinculin

Hsa Vinculin

0.95

Nve A2

|: Cca A2
Dme Vinculin

Hma A1 /

Tad A2

> Vinculin




o-Catenin partition B

Ddi Vincul

Mbr A1

Aqu aCatenin

Tad A1

Hsa TCatenin

Hsa aNCatenin

Hsa aECatenin a-Catenin

ML bs < 50%
Nve A1 Bay pp = 0.62

—— Cca A1

—— Dme aCatenin

Hsa aCatulin

Cca A3
& - > Catulin
1.00 Nve A5
Hma A1 )
Nve A2 \
Tad A2
Cca A2
Nve A4 > Vinculin
Hsa Vinculin
Aqu Vinculin
N Dme Vinculin }

Dme aCatulin



a-Catenin partition C

Ddi Vincul

Mbr A1

Hsa aNCatenin

Hsa o TCatenin

Hsa aECatenin

a-Catenin
Cca Al ML bs =74%
Bay pp = 0.98

44

Dme aCatenin

—— Cca A4
100

Aqu aCatenin

1.00

Hsa aCatulin

>Catu|in

Tad A1\
Hma A2
Aqu Vinculin > Vinculin

— Hsa Vinculin

Dme Vinculin )

Dme aCatulin /



Dme Dachaus

0.1

Hsa Dachaus

Classical Cadherins

Classical Cadherins
ML bs = 98%
Bay pp =1.00




Ath CaMKlike
Osa CaMKlike

89

CamKll

1.00

0.1

Sce CaMKI \
Nve C1

Dme C aMKI

g

Aqu CamK1like
Hsa CaMKlbeta
Hsa CaMKlalph
Hsa CaMKlgamm
Hsa CaMKldelt
Cca C1
Nve C4

Ddi CaMK

Ddi C1

Ddi C3 )
Ddi C2

Tad C2

Mbr C1

Aqu CaMKilllike

Cca C2

Hma C1

Nve C2
Tad C1
Nve C3

—— Dme CaMKII

Hsa CaMKllalp | CamKII

ML bs = 65%

Hsa CaMKlIIdel Bay pp = 0.96

Hsa CaMKlIlbet

Hsa CaMKllgam

CamKI

Nve CaMGUK
— Hsa CASK

Dme CaMGUK

—— Cca C3 CASK

ML bs = 100%
Bay pp =1.00




Catenins partition A

— Ath ARMCGIik

CcaD10
TadD1
— NveD3
—— CcaD5

BdeD1

— CcaD3
OsaD1

[ NcrD1

OsARMCEGlik
— HARMCG6

0.1

RorD1
— NveD4
—— CcaD2

Hsa Plako3
— Hsa Plako1

—— Hsa Plako2

Hsa ARVC
| Hsa p120caten
L Hsa p0071

o5-Catenin
ML bs < 50%
Bay pp < 0.50

Hsa & catenin
Cca D11

Dme & catenin
Nve D6
Nve D5

—— Aqu & catenin

“7 Tad D4

Tad D3

Uma D1

Cca D8
Cca D9
- Dme Pcatenin
Nve D2 B-Catenin
Cca D1 ML bs < 50%
) Bay pp < 0.50
L|| 1 Hsa Bcatenin

Hsa PLAK

_| Aqu Bcatenin
— Hma D1

—— FARMCG6




Catenins partition B

Ath ARMC6lik
OsaARMCS6lik
Tad D2
—ij Dme ARMC6
Hsa ARMC6
Ddi ARMC6
Tad D4
E Cca D11
Dme & catenin
Hma D2
97 Aqu 5 catenin
0.93 Nve D5
Nve D6
Hsa Plako3
| ‘E Hsa Plako1
Hsa Plako2
Hsa p0071 d-Catenin
Hsa & catenin I\Bn:yb:; <5(()).oé)0
Hsa p120catenin
Hsa ARVC
Tad D1
Osa D1
Nve D1
Aqu Bcatenin
Hsa PLAK
Hsa Bcatenin
|| Cca D1
Hma D1
Dme [catenin
Cca D4
Cca D8
Uma D1
Cca D10
| Bde D1
I__ Ncr D1
Ror D1
| 4:\lve D4
Cca D2
Cca D7
Cca D9 p-Catenin
Sce D1 ML bs < 50%
Bay pp = 0.55
Cca D6
Nve D3
Cca D5
Cca D3
I—Ath d1
Ath D2

0.1




0.1

Catenins partition C

* These genes are not considered part of
the 5-cat group because :
- in partition B they are placed within
the p-cat group

— Ath ARMCGlik - their protein domain structure is of the
— Osa ARMC6lik B-cat type (closely spaced ARM domains,
Dme ARMCG6 instead of fewer and loosely spaced ARM
Hsa ARMC6 domains in 3-cat proteins)
Ddi ARMCS6
— Ner D1
L Ror D1 .
I Uma D1
—L Bde D1
Nve D6
— Aqu 6 catenin
B Hsa p0071
Hsa & catenin
il Dme § catenin

Cca D11
Hsa p120catenin ?’I‘fsie?;gy

Hsa ARVC Bay pp < 0.500

Hma D4
Nve D5
T Hsa Plako3
4'_; Hsa Plako1
Hsa Plako2
Tad D4
Tad D2
— Tad D1

—— Mbr D1
Cca D9
—— Sce D1

Dme Bcatenin
Hma D3

Cca D5
Aqu Bcatenin

Nve D1
Cca D1

[-catenin
ML bs < 50%
Bay pp < 0.50

Hsa Bcatenin
Hsa PLAK

Nve D3
Cca D4
Cca D3
- Ath D1

e
Cca D2

{7 Osa D1
Ath D2




Citron partition A

— Ath kin17188
— Ath kin17963

Ddi kinas
Bde E2
Hma E2
Nve E1 Citron
Tad E4 ML bs < 50%
—— Dme Citron Bay pp = 0.99
4|— Aqu STk2
Mbr E3
Hsa Citron
] Cca E1
Nve E2
59 —:ca E3 )
Tad E1
093 Hsa MRCKG
Hsa DMPK > MRCK
Aqu STk1
Hsa MRCKA
Dme MRCK
Hsa MRCKB ),
Mbr E1 \
27 — Aqu STK3
[ Nve ES » ROCK
Cca E2
Hsa ROCK1
Hsa ROCK2 )
Tad E8
] —  Ncr E2
|: Ror E1
Uma E1
Ncr E6
Tad EO
Tad E2
Ncr E3
N LB
Ncr E7
Tad E5
— Ncr E4
Tad E7
Tad E6
Ncr E5
Tad E9
Tad E3
Ddi E1
Uma E2
0.1 ——  Bde E1
] — Ncr E1

{ Sce E1
Sce E2



— Ath kin17963
— Ath kin17188

Citron partition B

Ddi kinas

Bde E2

Hsa MRCKG \
Nve E2

Hsa DMPK
Hsa MRCKA

Hsa MRCKB

Tad E1

Cca E3
Dme MRCK

C\lve E3

Aqu STk1 )
Mbr E4
45| DPme ROCK

0.83 Cca E2

Nve E5

Hsa ROCK1
Hsa ROCK2

Aqu STk3

MRCK

\

> ROCK

),

Mbr E3

Dme Citron

Cca E1
Hma E2
Hsa Citron

Citron
ML bs < 50%
Bay pp = 0.92

Tad E4

Nve E1

Aqu STk2

Uma E2

[ Sce E2
Sce E1

Tad E9

Dpu E1

— o
Ncr E1

Tad E7

Ncr E6

_ —Tad EO
Tad E2

Tad EG6
— Ncr E5
g Tad ES

Ncr E4

Tad E3
Tad E8
Ncr E2

—1 Uma E1

Bde E3
E e =
Ncr E3



Cortactin partition A

This part of cortactin has no similarity to other proteins

Aqu Cortactin

Mbr  F1

Hsa HCLS1

Dme Cortactin

Cca F1



Cortactin partition B

0.1

Ddi SH3Co
Cca F4
Hma F5
Sce ABP1
Hma F3

Cca F2
Reasons for exclusion of this clade
from the cortactin group:

Nve F3 \ - contains genes from a bilaterian
(Capitella sp.) and two cnidarians
--> possibly an ancient paralogue

Hma F4) - the composition of the clade in the
grey box corresponds to the genes
present in partition A, a cortactin-
Cca F3) specific domain.
Nve F2
Aqu Cortactin
Tad F2
Hsa HCLS1
Mbr F2
Hma F2
— Mbr F1
Cortactin
Hsa Cortactin ML bs < 50%
Bay pp < 0.50
DmeCortactin
Hma F6




CRIPT

CRIPT has no similarity to other proteins

— Ath  Cript

—— Osa Cript

Hsa Cript

Dme Cript

—— Cca G1

Nve G1

Aqu Cript

—— Tad G1

Mbr G1

— Hma G1
0.1



— Ath TyrK

—— OsTyrK
0.1

Ephrin R/ ErbB R

Ror/HNTRK

Ddi TyrK Mbr H22
Dme Src64
sa Srms
Nve H2 \
— Hma H1
Aqu Srclike2
Ta 4
1.0 Tad H11Cca H33
: H34
> Src
Hsa FGRI_ d H8 )
1] 96 L Nve H39a
1.00 Dme Btk Hsa ITK \Btk
PR
Hsa BMX
Hsa BTK
ABL
Mor 1
99 ADme I|=:psI
1.00 D é Hsa FER - ¢ Fps/FER
Hsa Fes \
Ephrin R
ML bs = 68%
Bay pp = 0.99
100
1.00
Cc
5 — me FA
e L
\—‘_‘msza ErbB3 ErbB R
Hsa ErbB1 ML bs =100%
Bay pp =1.00




GKAP

Mbr 11
Dme mars
[ Nve DLG7I
Hsa DLG7
N — Cca 13
Cca 12

GKAP
ML bs = 65%
Bay pp =0.75




Homer

Ddi VASP

Ddi 229340

Homer

ML bs = 100%
Bay pp =1.00

Tad J2 \
97
100 —— Dme Enabled
Enabled
Hsa VASP
L Hsa Enabled )



— Osa GLR

Ath GLR33

lonotropic Glutamate Receptors

Cca K9
Cca K6
Cca K10

Cca K7

Cca
Cca

Dme GLR8
—L Dme GLR1

Cca K3
Cca K5

K2

Hea AmpAz | AMPAR

Hsa AMPA4
Hsa AMPA1
Hsa AMPA3

ML bs = 99%
Bay pp =1.00

Cca

26 Hsa
- Hsa

L] _|_7 Dme GLR3 \
K1

— Hsa Kainate4

Hsa Kainate2

Dme GLR2
Dme GLR4
Dme GLR7)

Hsa Kainate5
Kainate3

Kainate1 > Kainate R

Dme GLR5

Dme GLR10
e 4

Dme GLR6

Tad K4

Tad K9

Cca K11

Hsa Delta1
Hsa Delta2

- Nve

Tad K11
Tad K10
Tad
Tad K6

Tad K7
Tad K2

GLR1

Nve K1
Nve GLR2
— Nve K8
Nve K9

————————— Tad K1

Cca K51
Cca K50
Cca K57

Cca K45
Tad K13

K12

Tad K8

Tad K14
Tad K3

Nve GLR3
— Cca K16

— Cca K14

Nve NMDA5
4‘} Nve NMDA1
[

Nve NMDA8

Nve NMDA4

Nve NMDA2

Nve NMDA7

Nve NMDA3

Nve NMDAG

Nve K11

—{____ DmeNMDA2

Cca K22

Hsa NMDA2A
Hsa NMDA2B
Hsa NMDA2D

Hsa NMDA2C

Cca K31
E Hsa NMDAB3A

Hsa NMDA3B

Hsa NMDA1

Dme NMDA1
4@ Nve K4

Cca K15

NMDA R
ML bs = 64%
Bay pp = 0.68

— Cca K18

— Cca K37




— Hsa RYR1

- Hsa RYR2

— Hsa RYR3

—— Dme RYR

Aqu RYR

IP3 Receptor

0.1

IP3R
ML bs = 100%
Bay pp =1.00




- Osa GLR

Metabotropic Glutamate Receptors

Ath GLR33

Hsa TS1R2
Hsa TS1R1
Nve N9

———————— Tad N2

Tad N1

Nve N26
C N

Aqu mglur8
Agu mglur4
Aqu mglur3

Aqu mglur2

Nve N2

Nve N1
_|——Nve N3

Nve N28

Hma N7
Cca N2
Hsa mGIuR1
HsaN mGIuR5

Cca N3

Hsa mGIuR8
Hsa mGIuR6
Hsa mGIuR7
Hsa mGIuR4
Aqu_mglur1
Dme mGlu
Cca N1

Hsa mGIuR2
Hsa mGIuR3
Cca N4
Dme mGIluXR

mGlu R
ML bs <50%
Bay pp < 0.50

Cca N18

Cca

N35 _
Aqu GABABIlike
—_ Nve 07

Cca N25

Hma N10
Cca N22
Cca N36
Nve N40

Cca N27
Nve N33
Nve N35

Nve N39
Nve N34

Cca N23
Hsa GABAB2
Cca N33
Dme GABAB2
Tad N3
Cca N32
Cca N20
Nve N36
Nve N30
Cca N29
Dme GABAB3
Dme GABAB1

Hsa GABAB1
Cca N21

Cca N28

Cca N31

Cca N24
Cca N30

Cca N19

Cca N26
Cca N34

GABAB R

Mbr N1



Neuroligin

Ddi CES
Aqu CES
Mbr O4
Nve NRL6
Hsa CEL
an | Hsa neurol3
Hsa neurol4Y Neuroligin
Hsa neurol4X ML bs < 50%
Hsa neurol2 Bay pp < 0.50
Hsa neurol1
- { Dmeneurd
Dme neurol1
- Cca 021 . .
053 DmeGIiotactin} gliotactin
. Cca 017
Nve NRL5
| I— Nve NRL1
[ Ne RS
Nve NRL2
Nve NRL4
— 4‘_‘: Hsa EST1
Hsa EST2
 —— Mbr O6 \
i} L Mbr 08
N Hsa ACES
Hsa CHLE
Uma 02 >
Cca O1 ACES
Cca 04
Cca O3
Cca 02
DmeACES )
Cca 027
Hma O1
L | Cca 039
- —————— Hma 02
"~ Hma 03
L { Cea 0%
Cca 042
Mbr O1
L_| T Cca 029
Cca 012
— Cca 030
Mbr O2
4‘_‘ Mbr O3
Mbr O5
Mbr O7
L — Uma O1
Tad 019
Tad O6
Tad 020
L Tad 013
Tad O11
————— Tad 04
L—— Tad 05
, Tad 017
L Tad 022
4|— Tad 018
Tad 09

—— Tad 021
Tad O1
[Tad 014

Tad 08

Tad 012

— Tad O16
Tad O10




NOS partition A

- Sce NADPH
— Sce P1
Ncr P1
Uma P1
r Ror P2
Ror P1
Bde P1
— Mbr P1
T Tad P1
*‘ — Nve P1
Aqu NADPH
Hsa NADPH
—— Dme NADPH
] —— Cca P1
Ddi P1
I Ath P1
Ath  NADPH
Osa NADPH
B Ddi P3
Tad P6 )
L] Sce P2 This clade represents
041 P2 anether ortelogy
Tad P2 of Trichoplax genes)
] Sce P3}
Ddi NADPH *
Nve P4
] | Cca P6
Aqu NOS
] Dme NOS
* This sequence is excluded from Hma P4 NOS
the NOS group based on its Hsa nNOS
position in the analysis of ML bs =77%
partition C (sister-group of —— HsaiNOS Bay pp = 0.92
human NADPH). Hsa eNOS
Tad P5
0.1 —— Tad P4
Tad P3




NOS partition B

Sce NADPH
Ncr P1
Mbr P1
Nve P1
Cca P1
Hsa NADPH
Aqu NADPH
—— DmeNADPH
Tad P1
Ddi P1
Hma P4
Tad P2
— Tad P5
— Tad P4
N Aqu NOS
Tad P3
L] Dme NOS
Hsa iNOS
Hsa nNOS NOS
Hsa eNOS Bay mo = 0.53
] Nve P4
N Cca P6
Sce P3 )
Ddi P2 This clade represents
— another orthology
Tad P6 [group (presence
Ddi P3 of Trichoplax genes)
— Osa NADPH J
— Ath P1
AthNADPH
Uma P1
Bde P1
Ror P1
Ror P2




NOS partition C

Sce NADPH

—— Dme NADPH

Mbr P1

—— Aqu NADPH

AthNADPH
Ath P1

Osa NADPH
— Ddi P1

r Ror P4
Ror P3

Bde P1

Ner P1

Ror P2

Ror P1
Nve P1
Cca P1
Cca P2

Dme NOS
— Nve P4

NOS

| Hsa nNOS ML bs = 77%

Bay pp = 0.98

Hsa iNOS

Hsa eNOS

H NADPH
Ddi NADPH
Ddi P4

0.1

Tad P1
Tad P2

Tad P6
—— Tad P3

{ Tad P4
Tad P5

Aqu NOS



PDZ domain

I — Ath SPZ
HsaSP1Z
———— —  Aqu _SPZ
Dme SPZ

—‘ ————————— Nve _T191
Tad T11 1

Cca T22 1
[ Aadl PICIé‘kZ
a P PICK1 PDZ
< ML bs = 92%
Bay pp =1.00
] Mint1z1ome Polvz2
Dme MintZ1

Aqu  Mintz1 .
Cca__T21 1 N Mint
Tad T101

Nve T18 1

Dme LIM KZ}L|MK

Hsa LIMK2Z
LIM K1

GRIP PDZ4
ML bs < 50%
Bay pp < 0.50

DLG PDZ2
ML bs < 50%
Bay pp < 0.50

DLG PDZ1
ML bs < 50%
Bay pp = 0.61

erbin PDZ
ML bs < 50%
Bay pp < 0.50

Dme BigBZ

GRIP PDZ5
GRiPzs | €= | MLbs<50%
GRIPZ5 Bay pp = 0.51
il [ LIN-7 PDZ
q ML bs < 50%
i 72 Bay pp < 0.50
Hsa Lin71
Aqu "BLGZ3[
fima” 2% | DLGPDZ3
— D DLGZ3
Nve Tﬁa 2 5 g;.bs <<5g"/;0
HSa o DlGiza Y
me Z3
a
Intz2
Hsa Harmz3
Intz4
Hsa Inaz4
BazoZ1
— H Pcloz
Dme BazoZZSa elo
———(———————— Mbr T13 |
N I Cca T201 GRIPPDE7
‘ —{ —————— % GRSy CGRIPZ7 g— | MLbs=81%
m?;R 177 Bay pp = 1.00
T Nve T121 tamalin
T10 1
6 1
Aqu TamalinZ
Shank PDZ
ML bs < 50%
Bay pp < 0.50
agi
N S-SCAM PDZ5
5 Dmce;aMngg;i§45 < |MLbs <50%
a agil =
T Aqu __MagizZ? Bay pp = 0.69
Cca T11 .
I_|_'i_|:rigpsea Magiz2 S-SCAM PDZ2|
— T 9L 11 1| = |MLbs =70%
f Agy ~Ma iZ4v_:24 Bay pp = 1.00
sa agl
Dmﬂe Magiza S-SCAM PDZ4|
ma U9'Prq 2 <€ |MLbs =55%
Ne TT3 oA Bay pp =0.95
—— Cca T13
—  Hsa Harmz1 _
F Dme ?AqiﬁtZQMln‘zz
Hsa Mint122 Mint PDZ2
I—l_—Tad T1
Nve T18 2

{—___ Dme SkiZ

|_|—Nve T15 1 Tad T71
T14.1 CASK PDZ
Tad

ML bs < 50%
Bay pp =0.94

Nve T17
Nve CASKZ




Protein Kinase C

— AthPKC
—— Osa PKC
Ddi PKC
Tad Q3

Mbr Q6
Mbr Q1
Mbr Q5

Mbr Q10
— Tad Q2
Dme aPKC
Hsa PKCiota
Hsa PKCzeta
Nve Q6
Cca Q4

Mbr Q2

Mbr Q3
Dme PKC3
Hsa PKCepsil
Cca Q2

Dme PKC2
Nve Q1

Hsa PKCeta
Tad Q1

Tad Q8
Cca Q1

DmePKC1

—— Hsa PKCgamma PKCofy
[~ Hsa PKCalpha ML bs = 17%
Hsa PKCbeta Bay pp =0.83

Aqu PKC3

__|— Dme PKC2
L Mbr Q4
—— Hma Q1

| Nve Q4
Nve Q2

Dme PKC4

Nve Q3
Aqu PKC1
Cca Q3
_i Hsa PKCtheta
Hsa PKCdelta
Tad Q4
_| Sce PKC
Tad Q5

o Tad Q11
Tad Q10

—— Tad Q7
I
Tad Q6
Tad Q14
Tad Q12

——— Tad Q13
L— Tad Q15




At

Os PMCA

PMCA

PMCA

PMCA has no similarity to any other protein.

Ddi PMCA

Mbr R3

Hma R1

Aqu PMCA

Nve R1

Nve R2

Nve RS3

Tad R1

Cca R1

Dme PMCA

Hsa PMCA2

Hsa PMCA3

Hsa PMCA1

Hsa PMCA4

— Mbr R1

Mbr R2

Bde R1

Ror R1

Sce PMCA

Ncr R1

Uma R1



SAM domain

Hsa WDrepea

Mbr 4

Aqu 6

Mbr 6

Dme Spinoph
Mbr T7 1 Monosiga Shank

<50 ——— Hsa Sterila
<0.50

— Hsa Phogpha

Hsa RasSupr
— Hsa CNKSR3

Tad 2

Dme Bicauda

— Dme CG34384

Cca 2
_‘\ Tad 1

Hsa DiacylK

Mbr 2
Mbr 1

Mbr 5

Mbr 3

Aqu 4

Nve 3

Tad 3
<050 Nve 1

— HmaT81 | Hydra Shank
“ Nve 2

CcaT191
Human and
Hsa Shank2 annelid Shanks

Hsa Shank
Nve 6

Hma 3

— Cca 3

<50

Aqu 3

Hma 2

Nve 5
Aqu 1
— Aqu 2




SH3 domain

Hma 3
Tad 49632
Hsa Kbd1
Mbr 4
Mbr 1
Dme 4040
Tad 55897
— Cca 163271
] Mbr 3
Cca 222018
Hma 1
| Aqu 1
Hsa Ysc84
Tad 52213
Aqu 2
Nve 229989
Aqu 3
— Nve 195585
Mbr 2
Nve 178184
Cca 18297
—— Dme lasp
Aqu 4
Dme Shank
CcaT191
Hma T8 1
Nve T11 1
Hsa Shank2 Shank SH3 domains
Hsa Shank3 ML bs < 50%
Bay pp < 0.50
Hsa Shank1
Mbr T7_1
_0.1
Dme Plenty
Hma 2




K' channel Shaker

— Dme Kv31
—— Dme Kv32
— Cca S5

Shaker
ML bs = 65%
Bay pp = 0.56

Cca S7

] Hsa Kv34
Hsa Kv32
Hsa Kv31

Hsa Kv33

0.1



SPAR

Ddi RapGA
Mbr W 1
Tad W 1
Nve W 2
N Hma W 3
Uma W
Mor W 2 ause ite domain structure 15 of the
Rap1GAP type (presence of a Galaca
] Tad W 2 domain).
Hma W 1
Nve W 1
Aqu SPAR
Hsa SI1L3
SPAR
HsaSHL2 | P~ 0e,
Hsa SI1L1
Aqu Rap1GAP \
Nve W 3
Hma W 2
50 Nve W 4
0.99 Rap1GAP
Tad W3
Dme Rap1GAP
o —— Hsa Rap1Gap2
Hsa Rap1GAP1 )
Cca WM
Cca W2
Cca W 3



Stargazin

—— Hsa 6Claudin

—— Hsa 4Claudin

Hsa10 Claudin

Stargazin
ML bs = 100%
Bay pp =1.00




SynGAP

— Sce GAP
— Sce U1

Uma U1

Mbr U1

Uma U2

Mbr U5

B Tad U3
—— Nve U4

Tad U2
Cca U4
Sce U3
Sce U2

Hma U1
_ SynGAP
Aqu SynGAPIlike M{ bs =100%

Nve U3 Bay pp =1.00

— Hsa SynGAP
— Hsa NGAP
Dme SynGAPlike
Cca U3

Ddi GAP

L Dme GAP1
— Hsa RasP213
Hsa RasP212
Tad U1

Nve U1

Cca U1

Aqu GAP1

Hsa RasP214
Mbr U2
| Aqu GAP3
— Nve U2
— — Hsa RasP211

Dme GAP3

Cca U2
o Mbr U4
Mbr U3






