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LR-GeneMANIA 03506 0.7282 02605 S—D—H 0.3476 0.7606  0.2580
LR-BioGRID 03441 05941 02677 SVM 0.4055 0.6831  0.2900
LR-GO BP 03777 0.6741 0.2926 ;1;1) . 8';‘?;“21 g'gggg g;gg
LR-GO CC 0.3643 0.6544 02916 TPR'DAG 04253 06840 03170
LR-GO MF 03343 0.6081 02403 o PPIOIth 0.1430 05731 0.0558
LR-InterPro 0.3588 0.6041 02699  1oooco 02751 05395  0.0936
LR-Trlgrams 02941 05136 01564 Naive 0.3517 0.5 0.2591

NN-STRING 0.4213 0.7892 0.3635 HPOLabeler (Proposed) 0.4688™ 0.7956 0.4293*
NN-GeneMANIA 0.4110 0.7274 0.3550
NN-BioGRID 0.3529 0.6407 0.2822 Wi P2 TEEFRTEN
Naive 03517 0.5 0.2590 AUCEETHPOAREIT W
AUPREREKRLERTEW




EIER Z X X 3E — Leave-one-source-out

o
o

| | |
~ ul N
ul o Ul

Change (%)

| | |
= = =
ul N o
o ul o

= « PPl: =A%
o « NN: HEfxiF
o o NN o ﬁﬁ';ﬁéﬁﬁ'ﬁb<0: Z‘:-‘-’Ték‘ék

AUPR AUROC Frax




R LERZ X LBIE — MENSEAFHAUC

woot OB Terms Annotations
1400 1 e
1200 iF +3 43 Rare
n 20.9%
10004 [
] Very rare
= 1 1 i 37.8%
€ 8004 - e e e et
T ! ! ! Extremely common
3# i i i Uncommon Common 55.2%
600 - e e A 17.3% 12.9%
400 ;F +; ﬂ; Common
i 3 | 12.5% Uncommon
200 +4--- T s e Extremely common 5.75%
‘ | | 4.1% Rare_]
100 10! 102 103 oRve Very rare
1.12%

#Annotations

HPOR K 2B AR HE)  Method Uncommon  Com.  Very Com. Extremely Com.

PHENOstruct 0.8161 0.7888 0.7748 0.7501

S—D—H 0.7925 0.7619 0.7324 0.6895

SVM 0.6690 0.6851 0.6989 0.6937

LR 0.6429 0.6704 0.6974 0.7023

HTD-DAG 0.6716 0.6842 0.6971 0.6928

e mIMFEN)E T TPR-DAG 0.6689 0.6849 0.7005 0.7009
PhenoPPIOrth  0.5961 0.5745 0.5562 0.5231

o JEFAER L — — HPO2GO 0.5521 0.5347 0.5267 0.5306
4&ﬁ$‘d 2 - Naive 0.5 0.5 0.5 0.5

HPOLabeler 0.7922 0.8046™ 0.8082* 0.7778*




WAEZ = ARE A X 9T

HPOLabeler Bai‘irc‘m‘(xlels HPOLabeler TrLQR HPOLabeler Test
-aining aining

2017-02-24 2018-03-09 m

Train L2R Test
Proteins 3,334 304 226
Used HPO terms 7,394 2,836 2,091

Annotations 107.0936 83.9079 61.5177




354t R Z AR B R X 538 4E

350

300

N
a1
o
S WS> SO

HARRA B 2 L 7 ik ey MRk

" FHENZEOR
Method Fumax AUC AUPR £ #HPO#RE & &
PHENOstruct 0.3054 0.6362 0.1424 ! !
S»D—H 0.1461 0.5473 0.0603

#Annotations per protein
)
o

n
o

o

SVM 0.2791 05929 0.1077
LR 0.2956 0.5950 0.1119 Tren 2% e
HTD-DAG 0.2933 0.5956 0.1138 5

TPR-DAG 0.3002 0.5962 0.1235 2500
PhenoPPIOrth 0.0678 0.5219 0.0121 o tpoLaberer
HPO2GO 0.2075 0.5083 0.0277 "R | TeRone
Naive m=) 03097 0.5 02147 0250
HPOLabeler (Proposed) 0.3415 0.6398 0.2342 0.225 1

0.200 1

1 B RE R AR ovs
CIATIE AT TR onsof
g:t!?: %&’f?i’{‘{é 0.125

2018-12 2019-02 2019-04 2019-06
Time

AUPR,,,,




HPOMRE X A EE R EZ A

UniProt id Protein name Gene symbol Disease id HPO term id HPO term name Rank
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<« C  © F%2 | issubmission.sjtu.edu.cn/hpolabeler/ B * e @ :

./.\. HPOLabeler Download

'\. HPOLabeler
_UniProt ID / Gene name ) e ® 08 A preiction| HPOLaboler x|+
Try: Q08209 Q96FO7 Q15149 ACE2 <« C O FR2|i ission.sjtu.edu. Q96F07 @ % * 06 @ :
./.\. HPOLabeler Download
Top 300 predictions of Q96F07

Show 10 4 entries Search:
Protein |: Gene HPO term ID Sub-ontology HPO term name HPOLabeler NBR-STRING NBR-GeneMANIA NBR-BioGl
QUBFO7 CYFIP2  HP:0000152 Phenotypic abnormality ~ Abnormality of head or neck  0.9561 06116 05542 0.5382

- — Q96FO7 CYFIP2 g Phenotypic of the head 0.9561 06116 0.5530 0.5295
Q96FO7 CYFIP2 HP:0000924 Phenotypic abnormality ~ Abnormality of the skeletal... 0.9541 0.5862 0.5428 0.5236
Q96FO7 CYFIP2 HP:0012638 Phenotypic abnormality ~ Abnormality of nervous syst. 0.9531 0.6451 0.6626 0.6119
Q98FO7 CYFIP2 HP:0000271 Phenotypic abnormality  Abnormality of the face 0.9494 0.5779 0.4019 0.4662
Q98FO7 CYFIP2 HP:0000707 Phenotypic abnormality ~ Abnormality of the nervous ...~ 0.9467 0.6852 0.7224 0.8427
Q98FO7 CYFIP2 HP:0009121 Phenotypic abnormality ~Abnormal axial skeleton mor...  0.9436 05195 0.4758 0.4481
Q98FO7 CYFIP2 HP:0011842 Phenotypic abnormality = Abnormality of skeletal mor... 0.9427 0.5407 0.5291 0.5106
Q96FO7 CYFIP2 HP:0000478 Phenotypic abnormality ~ Abnormality of the eye 0.9310 0.6006 0.5354 0.4794
Q96FO7 CYFIP2 HP:0001574 Phenotypic abnormality ~ Abnormality of the integument = 0.9297 0.6101 0.4084 0.4067
Showing 1 to 10 of 300 entries Previous 2 3 4 5 30 Next
Export full results as: CSV XLSX

http://issubmission.sjtu.edu.cn/hpolabeler/
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