Human(F) (ENSP00000366608)
Human(E) (ENSP00000371842)
Human(C) (ENSP00000353295)
Human(A) (ENSP00000366617)
Human(B) (ENSP00000259199)
Cat (ENSFCAP00000040161)
Dog (ENSCAFP00000055445)
Cow (ENSBTAP00000000335)
Dolphin (ENSTTRP00000010010)
Elephant (ENSLAFP00000005609)
Mouse (ENSMUSP00000025815)
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150

200

250

300

350

400

Chicken (ENSGALP00000016477) =
Cobra (ENSNNAP00000027008) ——

Coelacanth (ENSLACP00000010467) -
Zebrafish (ENSDARP00000009109) -

0%

adipose tissue
adrenal gland
amygdala
appendix
basal ganglia
bone marrow
breast
cerebellum
cerebral cortex
cervix, uterine
colon
duodenum
endometrium
epididymis
esophagus
fallopian tube
gallbladder
heart muscle
hippocampal formation
hypothalamus
kidney

liver

lung

lymph node
midbrain

ovary
pancreas
parathyroid gland
pituitary gland
placenta
prostate
rectum
salivary gland
seminal vesicle
skeletal muscle
skin

small intestine
smooth muscle
spinal cord
spleen
stomach

testis

thyroid gland
tonsil

urinary bladder
vagina

Conservation

Il

100%

pTPM (NX)

5 10

15

ZNG1E MLPAVGSVDE
ZNG1C MLPAVGSVDE
ZNG1F MLPAVGSVDE
ZNG1A MLPAVGSADE
ZNG1B MLPAVGSADE
Consensus MLPAVGSVDE

Conservation
o%

ZNG1E LELRNGCLCC
ZNG1C LELRNGCLCC
ZNG1F LeLRNGCLCC
ZNG1A LELRNGCLCC
ZNG1B LELRNGCLCC
LELRNGCLCC

Consensus

100%
Conservation
0%

ZNG1E LINKTDLVPE
ZNG1C LINKTDLVPE
ZNG1F LINKTDLVPE
ZNG1A LINKTDLVPE
ZNG1B LINKTDLVPE
Consensus L INKTDLVPE

100%
Conservation
o%

ZNG1E KNVRNKDNHC
ZNG1C KNVRNKDNHC
ZNG1F KNVRNKDNHC
ZNG1A KNVRNKDNHC
ZNG1B KNVRNKDNHC

Consensus
100%

Conservation
o%

20
[

EEDPAEEDCP
EEDPAEEDCP
EEDPAEEDCP
EEDPAEEDCP
EEDPAEEDCP
EEDPAEEDCP

SVKDNGLRA|
SVKDNGLRA|
SVKDNGLRA|
SVKDSGLRAI
SVKDNGLRA|
SVKDNGLRA|

220
1
EDVKKLRTT I
EDVKKLRTT |
EDVKKLRTTL
EDVKKLRTT |
EDVKKLRAT |
EDVKKLRTT I

32‘0
MEV IRLKGLV
MEV IRLKGLV
MEV IRLKGLV
MEV IRLKGLV
MEV IRLKGLV

ELVPIETTQS
ELVPIETTQS
ELVPIETTQS
ELVPIETTQS
ELVPMETTQS
ELVPIETTQS

ENLMQKKGKF
ENLMQKKGKF
ENLMQKKGKF
ENLMQKKGKF
ENLMQKKGKF
ENLMQKKGKF

RSINGLGQIL
RSINGLGQIL
RSINGLGQI L
RSINGLGQI L
RSINGLGQIL
RSINGLGQIL

SI1KDKsQQV I
SIKDKsQQV I
SI1KDKSsQQV |
SI1KDKsQQV I
SI1KDKsQQV |

40
|

EEEEKSGLGA
EEEEKSGLGA
EEEEKSGLGA
EEEEKSGLGA
EEEEKSGLGA
EEEEKSGLGA

DDILLETTGL
DDILLETTGL
DDILLETTGL
DYILLETTGL
DYILLETTGL
DDILLETTGL

240

1
ETQRSRVDLS
ETQRSRVDLS
ETQRSRVDLS
ETQRSRVDLS
ETQRSRVDLS
ETQRSRVDLS

|
VQGVHELYDL
VQGVHELYDL
VQGVHELCDL
VQGVHELYDL
VQGVHELYDL

KIPVTIITGY
KIPVTIITGY
KIPVTIITGY
KIPVTIITGY
KIPVTIITGY

KIPVTIITGY

ADPGAVT SMF
ADPGAVASMF
ADPGAVASMF
ADPGAVASMF
ADPGAVASMF
ADPGAVASMF

NVLDLHAFDS
NVLDLHAFDS
NVLDLHAFDS
NVLDLHAFDS
NVLDLHAFDS
NVLDLHAFDS

EETPVSWKDD
EETPVSWKDD
EETPVSWKDD
EETPVSWKDD
EETPVSWKDD

60

|
LGAGKTTLLN
LGAGKTTLLN
LGAGKTTLLN
LGAGKTTLLN
LGAGKTTLLN
LGAGKTTLLN

WVDAELGSD |
WVDAELGSD |
WVDAELGSD |
WVDAELGSD |
WVDAELGSD |
WVDAELGSD |

260

1
LSGISLQKKL
LSGISLQKKL
LSGISLQKKL
LSGI SLOQKKL
LSGISLQKKL
LSGISLQKKL

360
|

TERTNRLVL I
TERTNRLVLI
TERTNRLVL I
TERTNRLVLL
TERTNRLVLL

Y I LTEQHSKR
YILTEQHSKR
Y I LTEQHSKR
YILTEQHSKR
Y I LTEQHSKR
YILTEQHSKR

YLDGI ITIVD
YLDGIITIVD
YLDGI ITIVD
YLDGIITIVD
YLDGI ITIVD

YLDGIITIVD

QHVPGTQPHL
QHVPGTQPHL
QHVPGTQPHL
QHVPGTQPHL
QHVPGTQPHL
QHVPGTQPHL

GRNLDKD I LK
GRNLDKD I LK
GRNLDKD I LK
GRNLDKD I LK
GRNLDKD I LK

80
|

VAV I LNESGE
VAV I LNESGE
VAV I LNESGE
VAV ILNEFGE
VAV I LNEFGE
VAV ILNESGE

SKYGLKHLTE
SKYGLKHLTE
SKYGLKHLTE
SKYGLKHLTE
SKYGLKHLAE
SKYGLKHLTE

e O I A T

280
1

DQSIVTITFE
DQSIVTITFE
DQSIVTITFD
DQSIVTITFE
DQSIVTITFE
DQSIVTITFE

370
QLFIATVTET
QLFIATVTET
QLFIATVTET
QLFIATVTET
QLFIATVTET

GSALEKSLAV
GSALEKSLAV
GSALEKSLAV
GSALEKSLAV
GSALEKSLAV
GSALEKSLAV

EKPDGL INEA
EKPDGL INEA
EKPDGL INEA
EKPDGL INEA
EKPDGL INEA
EKPDGLINEA

VPGNAKEEHL
VPGNAKEEHL
VPGNAKEEHL
VPGNAKEEHL
VPGNAKEEHL

VPGNAKEEHL NMFIQNLLWE

O T O N g RN A

340

EKQWTTHFKE
EKQWTTHFKE
EKQWTTHFKE
EKQWTTRFQE
EKQWTTHFKE

395
395
395
395
395
376
376
398
395
396
393
- 370
- 382
381
- 366
10‘0
SQGGELYEEW 100
SQGGELYEEW 100
SQGGELYEEW 100
SQGGELYEEW 100
SQGGELYEEW 100
SQGGELYEEW
20‘0
TRQVALADI 1 200
TRQVALADI | 200
TRQVALADI | 200
TRQVALADA 200
TRQVALADAI 200
TRQVALADI |
30‘0
NMF IQNLLWE 300
NMFIQNLLWE 300
NMFIQNLLWE 300
NMFIQNLLWE 300
NMFIQNLLWE 300

395
395
395
395
395

pQveT
DQVCT
pQveT
DQvCT
pQveT

KNVRNKDNHC MEVIRLKGLV SIKDKSQQVI VQGVHELYDL EETPVSWKDD TERTNRLVLI GRNLDKDILK QLFIATVTET EKQWTTHFKE DQVCT

T Y g N



