Q9H992
H2QIVé
F7E884
G1SEZ6
QIWVE6
F7EQU7
E1C485
F1RATO
H3CVR1

Q9H992
H2QIV6
F7E884
G1SEZ6
QIWVE6
F7EQU7
E1C485
F1RATO
H3CVR1

Q9H992
H2QIV6
F7E884
G1SEZ6
QIWVE6
F7EQU7
E1C485
F1RATO
H3CVR1

Q9H992
H2QIV6
F7E884
G1SEZ6
QOWV6E6
F7EQU7
E1C485
F1RATO
H3CVR1

Q9H992
H2QIV6
F7E884
G1SEZ6
QOWV6E6
F7EQU7
E1C485
F1RATO
H3CVR1

Q9H992
H2QIV6
F7E884
G1SEZ6
QOWV6E6
F7EQU7
E1C485
F1RATO
H3CVR1

MARH7_HUMAN
H2QIV6_PANTR
F7E884_CALJA
G1SEZ6 RABIT
MARH7_MOUSE
F7EQU7_MONDO
E1C485_CHICK
F1RATO_DANRE
H3CVR1_TETNG

MARH7_HUMAN

H2QIV6_PANTR
F7E884_CALJA
G1SEZ6_RABIT
MARH7_MOUSE

F7EQU7_MONDO
E1C485_CHICK
F1RATO_DANRE
H3CVR1_TETNG

MARH7_HUMAN

H2QIV6_PANTR
F7E884_CALJA
G1SEZ6_RABIT
MARH7_MOUSE

F7EQU7_MONDO
E1C485_CHICK
F1RATO_DANRE
H3CVR1_TETNG

MARH7_HUMAN
H2QIV6_PANTR
F7E884 CALJA
G1SEZ6 RABIT
MARH7_MOUSE

F7EQU7_MONDO
E1C485_CHICK
F1RATO_DANRE
H3CVR1_TETNG

MARH7 _HUMAN
H2QIV6_PANTR
F7E884_CALJA
G1lSEZ6_RABIT
MARH7_MOUSE
F7EQU7_MONDO
E1C485_CHICK
F1RATO_DANRE
H3CVR1_TETNG

MARH7 HUMAN

H2QIV6_PANTR
F7E884_CALJA
GlSEZ6_ RABIT
MARH7_ MOUSE

F7EQU7_MONDO
E1C485_ CHICK
F1RATO_DANRE
H3CVR1_TETNG

SVRSNGLTAFS - -
REVYSRSPSTSKPAT|

SYRPDSESRSTESWL
PEQESLRPPAGLSWLN-
YREGSEQAGPASRREPGATHS SWLESSLRE

GVEGRSQADEQP
GAEKQTDEQEETDASSN]

HHHHHHHHH *

*
L
L
L
L
L
L
L
L
L

o o

skkokkshkk kk  kkkk *

PLF

PLF
PLF
PLF
PLF
PLF
PLF
PLF
PLL

* okkkk gk

LLL
LLL
LLL
LLL
LLL
LLL
LLL
LLL

RLLL|

F PAHF FER
L LDH.

.............. WKLSTPVTESSS

*
*

EUESEuESEuEaEaEaEt *

L
L
L
L
L
L
L
G

SPAPTPLPAQNE
YHTSPVIPRELPPRTSSHYAADEALPPRPGPE- -

%llllll

RDGRKTPDQGTHCEBDDDEDDDDEDESSEGAAAGPES
EEEEKEEGAVGLGAFGNG

sakkk g kkkkkk

EUEUESENENENENES

skkokkkk

LL
LL
LL
LL
LL

sk kkgkkgkkkkhkhkhkk gk gk ghk

704
704
704
708
693
776
685
768
505

mHHHHHH

SGSSVRSLDDDGAAAGGRS

Ik gkkkkkkkhkk

*

L I I I I I G B B )

ESEN NN BN
EACUEGESENEL *

H
EUEUEUEUENEUEUEUEL *

HHHHHHHHH *

EUEGENEIEUEREIENE
EAE EA R R E
222222222 %
EIENEAESENESERENES -
E-E-A-A-A-R-A-A-No ity
0

g—

QSSPSEYDEFI

H

[T
oo
ENENEL

FAVPPAL

FAVPPAL
FAVPPAL
FAVPPSL
FAVPPAL
FAVPSAL
ESVPPTL

dhkkk hkkkkkkkkgkkdk *

AD|

FTSGCYDDSER|
SGDRARLIDSERRLGTYCGLLGTSQDS

T
T
PA
S

FI
FI
FI
FI
FI
FI
FI
FI

!l

SRS¥DSSPDEAPPIEAPPPISRENLEAELRNSDPAQAFSFLRRRGPSLAP

YREPGARASEATFG- RTERAGLOESHPGG

ASLLODGAHLAGRSHGMGRGMNSPLFRLP
LGDEVRPDVAAESSPRRRVGVCGE!

GL|
GL
GL
GL
GL
GL
GL

CGL

GL

2989282¢2

EIEUES ENEN ENES N EL

suppl. Figure 1

88
88
88
88
88
141
136
134

225
225
225
229
228
280
269
282

86

362
362
362
366
363
418
410
423
212

511
511
511
515
512
568
502
560
325

654
654
654
658
656
711
646
705
472



Mg-ATP + + 4+ 4+
E1 + + + +
E2 UbcH5c + + 4+ +
E3 AxoRing + + + o+
Ub + + m m
ON 2N ON 2N
Substrate Tau 4R 3R 4R 3R
kDa
175—
83—
i -
47 5— ' >4
$ 4+
32,5—
25—
blot: a-tau

suppl. Fig. 2



suppl. Figure 3





