[C&E] OFEE] (1987—2022)

g

rDNA rDNA

rRNA 5 i

Raf ¥+ —+% Raf kinase

RANKL Receptor Activator of NF-xB Ligand

Rab

RBR I E3

RNAi

RNA ZIE

RNA ¥ — 27 T A Hik
RNA ¥ ¥ R1 »

RNA 15 fiff
RNA ffil] RE% %

RNADN-AF VT 5/ v (mSA) ki
RNAEY 25—V
RNF168

RLGS (restriction landmark genomic scanning)

IS

RLGS i

RLGS %

ROCO7 73—

RCARI1 (Regulatory Component of ABA
Receptor 1)/PYR1 (Pyrabactin resistance 1)
RGS

RT-PCR

Rb 7% A A5+

IRS-1

IRS-1

IRF-1

AIRE

IAP

ISG15

INSIG

ILK

IL-33

IL2 L7 % —y8H

ICAD

IKAP

IKK

IKK B £5k

ICAM-1

ICSBP

ICOS

its 2 A

ITAM (immunoreceptor tyrosine-based
activating motif) & ITIM (immunoreceptor
tyrosine-based inhibitory motif)
TATHEY

iPS il

IP3HRAT7 745 —F

Wk 74 F a7

[ik A s I

Rab

RNA interference
RNA editing-
RNA sequencing, RNA-seq

RNA modification
RNA restriction enzyme

restriction landmark genomic scanning
restriction landmark genomic scanning
ROCO family

regulators of G protein signaling

reverse transcription-polymerase chain reaction
Rb tumor suppresser gene

insulin receptor substrate-1

insulin receptor substrate-1

interferon regulatory factor-1

autoimmune regulator

inhibitor of apoptosis

Interferon-stimulated gene 15 kDa

insulin inducing gene

Integrin-linked kinase

Interleukin-33

IL-2 receptor gamma-chain

inhibitor of CAD

IKK-complex-associated protein

IkB kinase

IKK complex : IxB kinase complex
intercellular adhesion molecule-1

interferon consensus sequence binding protein
inducible costimulator

iteron

induced pluripotent stem cell
IP3 phosphatase
zinc-binding signature

zinc signaling

2016
2013
1994
2011
1994
2015
2002
2007
2022
2010
2004
2001
2022
2005
2018

2006

1993
1996
2020

2011

1999
1994
1990
1996
1997
1999
2000
1999
2009
2004
2003
2011
1993
1999
1998
1998
2011
2012
1999
2007
2005

2014

1996
2007
1987
1994
2014

88(06)
85(10)
66(03)
83(08)
66(01)
87(01)
74(03)
79(03)
94(02)
82(04)
76(07)
73(02)
94(06)
77(11)
90(06)

78(05)

65(05)
68(06)
92(05)

83(10)

71(01)
66(12)
62(08)
68(02)
69(07)
71(03)
72(05)
71(07)
81(03)
76(11)
75(07)
83(03)
65(10)
71(02)
70(11)
70(11)
83(02)
84(01)
71(02)
79(12)
77(12)

86(01)

68(12)
79(10)
59(11)
66(11)
86(04)

797
944
268
764
84
149
257
299
306
336
650
114
929
1440
846

442

386
155
757

980

16
1539
1061

155
1003
215
396
551
237
1474
576
253
1333
150
1368
1368
144
61
150
1162
1529

111

1835
979
1278
1428
538



LHEATTTRVSIN
FHEET IV a— )L
FETLFTE R

TxT T

ToTERY Y

A P R
TIIIA=Y
TI2TATI—
TIFEUREEY VN
TV hF—E

agouti

TANTGX 7T T —+¥
7+t F )V LDL

ATAC-seq

T YT =57

TH LA ) N—GEERE (Adams-Oliver

syndrome, AOS)
Ty TIVERAL Y
TTARDA ¥

TTAREAL NI )T TARTA Y

TTF4 Rz ATV A
TTARETF Y
T =
T EANT Y
7KLYV

anaphase-promoting complex/cyclosome

(APC/C)

7L a—v &
TFEYHFIFN
THRE¥Y T IN—
7 /7 4 % Z (anoikis)
TINI Y

affinity clamp $4ff

apical radial glia (aRG) & outer radial glia

(oRG)
TTYY U
TTYY U
TSI —
ab initio 1
TRIN—=TVA

APOBEC 7 7 3 V) — (Apolipoprotein B
mRNA editing catalytic polypeptide 7 7 I

v-=)

TV

7IUAf K=Y A

73U A VRS 250 B
7 T Y — VIEERE
77—

Arg-finger €5 — 7
TV NA R — R RE
RIP

RecA (RecA protein)
RET

Rnd

RtcB/HSPC117#ItRNA V) ' — ¥

zinc transporter
Blatteralkohol
Blatteraldehyde

axin

aquaporin

malignant mesothelioma
axolinin

active zone
activin-binding protein
Aggrecanase

agouti

aspartic protease
acetylated LDL

adaptor protein

apple domain

adipokine
adipocytokine/adipokine
adipogenesis
adiponectin

Adducin

adhesin

addressin

anaplerosis
anandamide
annexin family proteins

apamin

abscisic acid, ABA
abscisic acid
Aptamer

apoptosis

amylin
amyloidosis

APP

Alagille syndrome
Alarmin

Alzheimer’s syndrome

regulated intramembrane proteolysis
RecA (RecA protein)

rearranged during transfection

RtcB/HSPC117 tRNA ligase

2014
1990
1990
2002
1995
2018
1988
2007
1992
2002
2001
2018
1991
2021
1996

2020

1995
2006
2005
2001
2003
1998
1995
2012

2014

2005
1995
1996
2020
1988
2017

2020

2015
2021
2011
2010
1992

2006

1994
2008
1990
2015
2010
2014
1987
2006
2008
2006
2009
2011

86(04)
62(01)
62(01)
74(02)
67(12)
90(01)
60(01)
79(01)
64(02)
74(12)
73(06)
90(03)
63(01)
93(01)
68(12)

92(06)

67(10)
78(06)
77(04)
73(10)
75(10)
70(10)
67(04)
84(01)

86(05)

77(09)
67(02)
68(09)
92(05)
60(01)
89(05)

92(06)

87(02)
93(05)
83(08)
82(01)
64(11)

78(08)

66(06)
80(12)
62(11)
87(06)
82(11)
86(04)
59(07)
78(10)
80(08)
78(11)
81(07)
83(12)

538
75
75

118

1410

110
51
64

120

1452

488

416
52

173

1835

860

1249
546
363

1262

1375

1289
324

61

703

1214
152
1537
757
51
774

860

266
774
764
65
1360

778

542
1141
1422

795
1069

538

480
1013

772
1098

627
1139



Runt B A A ~

Artemis/SNM1 7 7 3 1) —

A S/ N

a7 Ly —¥
a2xrarzuaryo sy 7 RE
o- N 3T =)Vl y N7 G
a-7 = b 7uar A L3

TVAF ¥

THRTA =T

Tuxy—=+¥

T A — AR
Ty¥FY)YE-|
TYIFRYF

angiopoietin

T v YA R T B R
antagomiR

T VFHA L

7 VT Y ARNA
7 ¥ F Y ADNA

%58 R AR ik
TTAI—A
eat-me ¥ 7V
ERGIC-53
ERp57

EST

ENUYTAI2—F TV x24rT R
EML4-ALK (echinoderm microtubule

associated protein like-4-anaplastic lymphoma

kinase)

EMT
ELOVL

E2F

EDIN

EGFY ¥ — |
ETS KX A ~
Edg

EPR %4

Eph

ERAD
MEh T A —a v

it 2 -5

A A AL

A AV RBIETFT 73—
SRR

Izumo

AV 2754y 2EH
AVAY—
1,5-anhydro-D-glucitol (AG)
— R

—HEIHRHR

1R FAH
\BFARX=T VT
—MRILE R AR
BIZTF Ty Tk

Runt domain
Artemis/SNM1 family
a-synuclein
a-secretase

a-tocopherol transfer protein

AFP-L3

arrestin

allodynia

aromatase

anchor loci

ankyrin repeat

angiostatin

angiopoietin

Angiopoietin-related Growth Factor (AGF)

antizyme
antisense RNA
antisense DNA

amphisome

eat-me signal

ERGIC-53

ERp57

expressed sequence tag
ENU mouse muta-genesis

Epithelial-mesenchymal transition
Elongation of very long chain fatty acid
E2F

edin

epidermal growth factor-like repeat
ETS domain

endothelial cell differentiation gene

enhanced permeability and retention effect (of

macromolecules in solid tumor)
Eph

ER-associated degradation
sulfur catenation

sulfur respiration

Ikaros gene family
ectopic nucleic acids
Izumo

isocratic elution

isostere
1,5-anhydro-D-glucitol (AG)
primary cilium

singlet oxygen
one-carbon metabolism
Single molecule imaging
nitric oxide synthase
gene trapping

2014
2003
2000
2000
1987
1996
2017
2009
2012
1991
1992
1992
1999
1999
2008
2020
1990
2006
1996
2017
2021
2021
2007
2003
1996
2005

2009

2004
2010
1992
1993
2019
1999
1998

2009

2000
2003
2021
2019
2013
2002
2022
2008
1987
2010
2000
2019
1988
2016
2012
1993
1992

86(01)
75(01)
72(02)
72(06)
59(07)
68(04)
89(05)
81(08)
84(12)
63(02)
64(06)
64(10)
71(03)
71(02)
80(05)
92(02)
62(12)
78(05)
68(02)
89(01)
93(02)
93(06)
79(11)
75(05)
68(04)
77(07)

81(11)

76(12)
82(09)
64(10)
65(06)
91(01)
71(02)
70(03)

81(09)

72(09)
75(05)
93(05)
91(05)
85(07)
74(03)
94(06)
80(05)
59(03)
82(06)
72(01)
91(03)
60(07)
88(01)
84(02)
65(07)
64(12)

111
67
134
475
480
309
774
730
1031
159
441
1280
215
150
447
282
1515
442
155
132
264
886
1077
372
309
669

1014

1582
872
1280
482
125
150
201

827

1144
372
773
725
590
257
929
447
183
551

38
432
573
145
143
597

1450



BT W
BIZFHAT
ARG A = 2 — o —

BEEMEANEZUS P =V R
EIZ IR
EREW A 73k
BWPEH b5 v AR— 5 —
AN 740

R

in situ proximity ligation assay
Insig-1

A ¥R B

4 v 20 Pk
AVALV—%—

A8 —o-N) T4 ey —
£ —uaAfF18

A v —nq kv 1plEiEEE
A7 75—+

A7 r79>
Areere&r7rsFer

£ 27TV —2A
LTIV =4

A Y7V YHFRNAKRY X7 —X
Weel

PR T AT &)

Walker A, B €57 —7
WaterLOGSY i

2 N

I & BT K 7 > L
AAA+Z VX7 7 7 ) —
ARF

ARF

AlIF

AIM

Aire

ASK1

AAAT 73—
AMP-activated protein kinase
AgRP/ART

AGE

AGCHFF—E7 73—
ARG (hygiene hypothesis)
Hic-5

Hes K1~

HSFs (B 3 v 7 5 K1 15)
HNK-1 JUJ5

HL-60 #flj

HDAC6

HBZ #fr¥

ATM

I—7 VR VIRE

ADRP

ADARs

ADAM

destruction of gene
gene walking

hereditary sensory and autonomic neuropathy:

HSAN

hereditary hemochromatosis
genetic redundancy

genetic mosaic method
xenobiotic efflux transporter
immunophilin

illexin

Insulin induced gene-1
insulin resistance

insulator

inter-a-trypsin inhibitor, ITI
IL-18: Interleukin 18
interleukin-1b converting enzyme
integrase

integrin

inhibin and activin
inflammasome

inflammasome

weel
Whnt protein

wortmannin

inwardly rectifying K channel
AAA+protein family
ADP-ribosylation factor
ADP-ribosylation factor

apoptosis inducing factor

apoptosis inhibitor of macrophage
autoimmune regulator

apoptosis signal-regulating kinase 1

1990
1988

2018

2003
2019
2017
2007
1993
1997
2014
2010
1997
2012
2008
1997
1998
1995
2013
1990
1992
2016
2011
2013
1993
2002
2014
2013
1994
1999
2013
1994
2016
1999
2010
2012
2004

ATPases associated with diverse cellular activities1997

AMP-activated protein kinase

agouti-related protein/agouti-related transcript

advanced glycation endproducts
AGC kinase family

hydrogen peroxide-inducible clone 5
Hairy and Enhancer-of-split factors
heat shock transcription factors

HNK-1 antigen

HL-60 cell

Histone deacetylase 6

HTLV-1 bZIP factor gene

ataxia telangiectasia mutated

ether-type phospholipid

adipocyte differentiation-related protein
ADARSs

A disintegrin and metalloproteinase domain

2003
2001
2000
2018
2020
2011
2009
2009
1993
1987
2012
2007
2014
2016
2004
2003
2004

62(12)
60(12)

90(03)

75(03)
91(06)
89(04)
79(06)
65(02)
69(10)
86(06)
82(09)
69(12)
84(11)
80(07)
69(01)
70(05)
67(12)
85(05)
62(06)
64(02)
88(05)
83(04)
85(01)
65(05)
74(02)
86(04)
85(08)
66(12)
71(10)
85(05)
66(09)
88(06)
71(09)
82(08)
84(05)
76(01)
69 (06)
75(05)
73(06)
72(04)
90(02)
92(05)
83(03)
81(01)
81(06)
65(12)
59(11)
84(07)
79(12)
86(01)
88(01)
76(09)
75(09)
76(04)

1515
1395

416

245
831
589
611
132
1209
817
872
1406
963
675
66
391
1410
372
483
120
676
339
46
386
118
538
704
1539
1251
372
1266
796
1171
760
376
67
439
372
488
284
246
757
656
51
523
1525
1278
596
1162
111
145
1232
1202
394



ADAMTS

ADAP

ABHD5
ABHD6/ABHD12

ABC 1

ABCALI

ABC % 5 v 87 Y
APC #{x T

ApcBEF= 7 A
aPKC-PAR ¥ A 7 A

APHEGIR (T T 5 —% Uy GEAER)

IFyFT

- 73 e

IZEVHA L
IFYVIAFvE LT

i Ha ] ATPase (V-ATPase)

rF) v

Expressed-protein ligation (EPL) ¥
I MNRUREY) VAR T 75—
I NNAAL T2 TH4 VT
Exportin

SR

SRa7aE—% —

SREBP

SRF

SR% 878

SRP

siRNA

SIRT (Sirtuin): SIR2 (silentinformation
regulator 2)

SELEX

SEC #fx T

Sec7 KA A ~
Sec7 KX A ~
Secld 7 73V —
SecA

SARI1

SASP

SAPK

SNAP-25

SSI-1
stage-specific embryonic antigen (SSEA)
SSCP

SH2 I

SHELX

SHPS-1

Sg

Snail

SNX 7 7 31 — (Sorting Nexin 7 7 I V) —)

snoRNA

SLAT (SWAP-70-Like Adapter of T cells)

SOS #f5T

A disintegrin-like and metalloprotease with

thrombospondin type I motif 2004
adhesion and degranulation-promoting adapter 2007
protein
a/f hydrolase domain-containing protein 5 2011
ABHD (abhydrolase domain-containing protein) 2012
ATP-binding cassette 1 2000
2009
2007
APC gene 1998
Apc mutant mouse 2019
aPKC-PAR system 2003
adaptor protein complex 2009
eotaxin: eosinophil chemotaxin 2000
liquid-liquid phase separation 2019
Exosite 2010
2013
Vacuolar type-ATPase, V-ATPase 2011
aequorin 1990
Expressed-protein ligation method 2004
ecto-lipid phosphate phosphatase, ecto-LPP 2011
Ectodomain shedding 2010
exportin 1998
synchrotron radiation 1990
SR o promoter 1989
sterol regulatory element binding protein 1995
serum response factor 2006
SR protein 2005
SRP 1992
short interfering RNA 2002
2011
systematic evolution of ligands by exponential 2011
enrichment
SEC gene 1990
2012
2013
Sec14 family 2004
SecA 2016
SARI1 1994
senescence-associated secretory phenotype 2017
stress-activated protein kinase 1997
2017
STAT-induced STAT inhibitor-1 2000
2020
single strand conformation 1991
src homology 2 1991
2018
SHP Substrate-1 2004
cyclo-octasulfur 2021
Snail 2004
2009
small nucleolar RNA 2005
SLAT (SWAP-70-Like Adapter of T cells) 2006
SOS gene 1989

76(04)

79(12)

83(04)
84(02)
72(10)
81(02)
79(06)
70(12)
91(06)
75(01)
81(01)
72(10)
91(05)
82(10)
85(09)
83(05)
62(11)
76(07)
83(09)
82(10)
70(02)
62(04)
61(12)
67(09)
78(10)
77(11)
64(04)
74(03)

83(05)

83(08)

62(02)
84(09)
85(09)
76(06)
88(02)
66(08)
89(04)
69(11)
89(06)
72(01)
92(03)
63(06)
63(11)
90(02)
76(04)
93(05)
76(12)
81(09)
77(05)
78(04)
61(02)

394

1162

339
143
1230
125
611
1413
831
67
51
1230
725
989
814
423
1422
650
863
989
123
288
1488
1167
1013
1440
279
257

423

764

131
798
814
588
271
1158
589
1294
934
38
468
461
1355
246
394
773
1582
827
448
342
145



SOC (A M THAFECa* F v 2 )V)
Sox

Sox #fr - #

SHIEL 7 F >~

SKF ¥ f IV

S-7 7 = VALAE A

ESCRTHAMAK (= 23— MEAK)

SCR

SCAP

SCF# &1k

Sd* i 8

SDGF

Stim1, Oraill/CRACM1

START 7 7 3 V) —
SKEs v 0]

S-= a1k (S-nitrosation)
SP-AD (itr—7 72 % v FEABEAB X
D

SPRY KX A4 ~

SP (side population) il
SPKK EF—7

S-phase kinase-associated protein 2 (Skp2)
S-7arq v

SUMO

Xist

Xid~ 7 A

xCT

X/ A L

XY RT 4

HNF-4

EDEM

T hAY K

NIK

N-TIYWVLZE ) —=IVT IV
N-TYIWVLy ) —=)VT IV
NEDDS (Neural precursor cell Expressed
Developmentally Down-regulated protein 8)
Na™/H 2k 5 > 37 8
NSF

NFA

NEF-1

NMDA 527k

NOD ¥ 77 A

NOD~ 7 A

NKA#MifgL 75 —

NC/Nga~¥ ™ A (NC/Nga mice)
NGLY1 KAHAE

Nbrl

Nbrl

INA Yy M

IV AT A4 TR

IV AT AT RAEENE
FET

FET % ¥ /827 B #

store-operated Ca** channel

SRY-related high mobility group

Sox gene family

S-type animal lectin

small conductance Ca**-activated K* channel

endosomal sorting complex required for
transport complex

short concensus repeat, SCR

SREBP cleavage-activating protein

Sd* carbohydrate determinant
smooth muscle cell-derived growth factor

2009
2008
2009
1993
2019
2014

2008

1990
2004
2013
2008
1994
2009

StAR-related lipid transfer family; START family 2004

S-glycoprotein

repeats in splA and RyR domain
SPKK motif

S-protein

SUMO (small ubiquitin-related modifier)
X-inactive specific transcript
Xid mouse

Slc7A1l

SAXS

XY body

hepatocyte nuclear factor-4
EDEM

etoposide

NF-kB-inducing kinase
N-Acylethanolamine
N-acylethanolamine

NSF

normal fecal antigen
NEF-1

NMDA receptor
non-obese diabetic mouse
NOD mouse

NKR-P1

Neighbor of BRCA1 gene 1
Nbrl

evanescent wave
epigenetics

epigenetic asymmetry
field-effect transistor

1992
2020

2009

2011
2017
1991
2014
1988
2005
2008
1997
2017
2010
2009
2004
2003
1990
1998
2011
2016

2012

2007
1993
1994
1992
1989
1997
2003
1998
2021
2016
2012
2013
1992
2007
2013
2004
2014

81(02)
80(01)
81(04)
65(12)
91(02)
86(01)

80(12)

62(05)
76(11)
85(03)
80(02)
66(06)
81(08)
76(06)
64(01)
92(04)

81(03)

83(02)
89(06)
63(05)
86(05)
60(07)
77(11)
80(07)
69(10)
89(04)
82(01)
81(10)
76(11)
75(07)
62(10)
70(11)
83(06)
88(05)

84(10)

79(08)
65(01)
66(06)
64(11)
61(05)
69(12)
75(10)
70(02)
93(02)
88(04)
84(09)
85(09)
64(12)
79(07)
85(04)
76(10)
86(03)

125
55
323
1525
281
111

1141

375
1474
217
142
542
730
588
57
599

237

144
934
374
703
573
1440
675
1209
589
65
921
1474
576
1296
1368
562
676

880

807
57
542
1360
434
1406
1375
123
264
538
798
814
1450
706
287
1363
415



FAK

FAT/CD36

FATP

FABP

FMR-1 &= T
FLP-FRT ¥ A 7 A
FK506

FT-ICR BB s 50 Hr &t

FPR i

Fmoc

FUS

sy ) IV
IRFYFebPug—+&

MICOS #H A1k

mRNA 74 27 L A i
mRNA differential display
mRNA #—~XA F ¥ A
MATE 7 7 3 V) —

MF'S R ik i

MMP

MODY

MKP-7

M

M33

MCP

mDia 7 7 3 V) —#HHE

mdm-2

Mdm?2

mTOR

MPF

MPTP

MP2C

IR Y

LRR F X A ¥

LIM Domain

LILR (Leukocyte immunoglobulin-like
receptor)

LACI

LFA

LMIR (Leukocyte mono-immunoglobulin-like

receptor; B4 CLM/MAIR/CD300) 77 31) —

LNA

LOH

LOX-1 (Lectin-like oxidized LDL receptor-1)
LCR

LC-MS/MS ¥ AT A

LGL #flf2

Lgl

LC3 (microtubule-associated protein light
chain 3)

LTBP (latent transforming growth factor /8

binding protein, {&EM TGFHE &5 v 737 &)

focal adhesion kinase 1994
fatty acid translocase/CD36 2004
fatty acid transport protein 2004
fatty acid binding protein 2004
FMR-1 gene 1993
FLP-FRT system 2006
FK506 1992
Fourier-transform ion cyclotron resonance-mass 2006
spectrometer
fluorescence photobleaching recovery 1996
fluorenyl methyloxycarbonyl radical 1991
fused in sarcoma 2016
ephrin 2000
epoxide hydrolase 1989
mitochondrial contact site and cristae organizing 2022
system complex
mRNA display 2010
mRNA differential display 1996
mRNA surveillance 2003
multidrug and toxic compound extrusion family 2007
transporter of the major facillitator superfamily 2007
matrix metalloproteinase 1995
maturity-onset diabetes of the young 2001
MKP-7 2006
M cell: microfold cell, membranous epithelial 1998
cell
M33 2000
MCP 1992
2007
murine double minute-2 1994
murine double minute 2 2010
mammalian target of rapamycin 2006
maturation promoting factor 1993
1-methyl-4-phenyl-1,2,3,6-tetrahydropyridine 1987
MP2C 2006
emerin 2002
leucine-rich repeat(s) domain 1996
LIM Domain 2007
LILR (Leukocyte immunoglobulin-like 2006
receptor)
LACI 1991
lymphocyte function-associated antigen 1990
2011
locked nucleic acids 2006
loss of heterozygosity 1998
LOX-1 (Lectin-like oxidized LDL receptor-1) 2006
long control region 1993
LC-MS/MS system 2002
large granular lymphocyte 1990
lethal (02) giant larvae 2006
2012
2015

66(02)
76(02)
76(02)
76(02)
65(10)
78(12)
64(09)

78(08)

68(09)
63(11)
88(03)
72(09)
61(06)

94(02)

82(08)
68(10)
75(02)
79(11)
79(08)
67(05)
73(06)
78(01)

70(05)

72(05)
64(09)
79(02)
66(03)
82(12)
78(10)
65(07)
59(12)
78(02)
74(01)
68(03)
79(02)

78(03)

63(10)
62(06)

83(02)

78(12)
70(12)
78(02)
65(01)
74(07)
62(09)
78(09)

84(06)

87(02)

163
124
124
124
1333
1175
1157

778

1537
1355
426
1144
501

306

760
1637
108
1077
807
386
488
59

391

396
1157
174
268
1159
1013
597
1353
150
56
196
174

273

1249
483

144

1175
1413
150
57
538
1181
899

493

266



LTP

LRP

LPA Z 51K
LB

LUBAC
L1773 —FHA

IL 7 bay AT L—AF ALE G

M2 AR HE 5 8 7 B
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LTP (long-term potentiation)

LRP

LPA receptor

LB membrane

linear ubiquitinchain assembly complex
L1 family sequence

electronspray ionization mass spectrometry
circularly permuted fluorescent protein
endocannabinoid

endoglin

endostatin

endothelin

eRNA

O-acetylated sialic acid

OSBP-related protein family

O-157

O-linked N-acetylglucosamine; O-GlcNAc
alternative splicing

autotaxin

autophagy

oval cell
O-mannosyl glycan
okadaic acid
oxidative burst
osteoimmunology
oviductin
ovomacroglobule
w-conotoxin

-3 fatty acids
electrophilic stress
oligodendrocyte

Organelle proteomics
orthosteric site
orthologous gene
oncostatin M: OSM
oncomodulin
temperature-acclimation
Ontology

fMiza—my (frF—=—a—ur:

interneuron)

e YR

=2ty i

BNy 7

7 AT ARy Al VIS
BMEA - LA

ARy 7 )
BNZHERA—I8—=T7 731 —
BNART 4
MLy — 7y 74 v ZHAK
B~ bty oA

B~ bty oA

TR I 2L —Y gy

Chemical genetics
chemiluminescent analysis
unclear export signal

nuclear overhauser effect, NOE
nucleolar stress

Nuclear receptor superfamily

PTAC, nuclear pore-targeting complex
nuclear matrix

nuclear matrix

stochastic simulation

1991
1991
1998
1987
2013
1991
1995
2013
2000
2001
1999
1989
2022
2010
2004
1997
2004
1995
2006
2001
2019
2012
2004
1991
2017
2005
2001
1991
1988
1995
2021
2014
2016
2006
2022
1999
2007
1988
1994
2006

2016

2008
1996
1997
1988
2013
2022
2006
2016
1996
2003
1988
2013

63(04)
63(12)
70(03)
59(09)
85(06)
63(12)
67(03)
85(12)
72(03)
73(12)
71(03)
61(04)
94(04)
82(05)
76(11)
69(02)
76(03)
67(09)
78(06)
73(03)
91(05)
84(10)
76(03)
63(05)
89(02)
77(09)
73(07)
63(06)
60(02)
67(11)
93(05)
86(01)
88(04)
78(04)
94(05)
71(10)
79(11)
60(04)
66(12)
78(04)

88(06)

80(02)
68(01)
69(05)
60(05)
85(10)
94(05)
78(07)
88(06)
68(04)
75(02)
60(06)
85(06)

301
2000
201
1049
489
2000
248
1114
207
1410
215
304
632
428
1474
127
281
1167
546
213
725
880
281
374
310
1214
536
461
155
1312
774
111
538
342
777
1251
1077
294
1539
342

797

142

48
349
395
944
777
683
797
309
108
456
489
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Galectin

JE A

P8 AR

BRBEDNA
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caste differentiation
caspase

casein kinase
casein kinase l¢
cassette model

katanin

reactive sulfur species
reactive nitrogen species: RNS
catenin

Cathepsin K

caffeine synthase
horseshoe crab

caveolae

caveolin
galactose-binding protein
vacant codon

calcineurin
calspectin
caldariellaquinone
calnexin

calnexin cycle
calbindin
calpastatin
calmegin
calreticulin
galectin

Galectin

cancer stem cell
cancer stem cell
environmental DNA
ganglioside

stem cell niche

cADPR

Cyclic phosphatidic acid, cPA
slowly progressive IDDM
cannabinoids
cannabinoid receptors
y-secretase

oncogene E6

machine learning
pseudocontact shift: PCS
ganglionic eminence
kinesin

quinolinate hypothesis
chimeric enzyme

catch bond mechanism
CAT assay

capillary HPLC

capillary instability

2012
1997
1987
2002
1989
2018
2020
2019
2017
1998
1997
2017
2002
1995
2018
2018
1994
1994
1993
2021
2013
1993
1989
1992
1994
2016
1993
1990
1998
1993
1999
2011
2007
2017
2007
2011
2013
2007
1996
2004
2003
1995
2001
2000
1995
2008
2018
2016
1989
2002
1994
2019
1989
1992
2018

84(12)
69(03)
59(12)
74(06)
61(03)
90(06)
92(01)
91(05)
89(02)
70(12)
69(11)
89(02)
74(06)
67(02)
90(01)
90(01)
66(03)
66(03)
65(05)
93(03)
85(11)
65(02)
61(03)
64(03)
66(08)
88(05)
65(11)
62(08)
70(04)
65(11)
71(04)
83(05)
79(10)
89(06)
79(07)
83(03)
85(02)
79(09)
68(11)
76(09)
75(10)
67(02)
73(07)
72(06)
67(08)
80(01)
90(05)
88(06)
61(07)
74(12)
66(05)
91(01)
61(08)
64(02)
90(06)

1031
197
1353
492
241
846
136
725
310
1413
1294
310
492
152
110
110
268
268
386
422
1039
132
241
206
1158
676
1439
1061
309
1439
254
423
979
934
706
253
114
896
1729
1232
1375
152
536
475
1056
55
738
796
632
1452
457
125
716
120
846
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quorum sensing

CRY

7 7 A F B S
74 a—2Ah

77 A 3 — LfERT
7TFARA v T

75 AL —fERT

7 7 A B GPCR

7 IR v

7797
7o, v rTa—4—
7 TR

7 TIREWE

7)) = 227 (Gleason score, GS)
TgUAYT LA
gyayI )y ay
gVaATTFIVEAL Y
JY)anRsF K
yyar)<— (BEEEST)
gV I IAMN) —
gVTEA R
NV |

Cryptic

g7 IV
VARG LT A
JIVA—AN)I VT
JV a2 — AR
glucolipoxia

INVEFFY(S) VI AT 2T5—F

VOZ AN 5% 7N

TIVE 3V RIFUKFERER

< B9

VA

gLy v

GroEL

JUAY—T4 7 (cross-seeding)
saRY) vy (F Ny BARERA
Clock

Klotho (aKlotho)

VAl A=) & 213
raxFrIETY T
JOEFLT Y
JHREY—LTY N —

7 a—

Cabin 1
olfactory receptor
olfactory receptor / odorant receptor

Cucumberaldehyde
cubilin
local translation

Thymoproteasome

kill gene

G-quadruplex

quorum sensing
cryptochrome

electron cryo-microscopy
glycome

class switch

cluster analysis

class-B GPCR (G protein coupled receptor)
clathrin

Crk

clamp, clamp loader

gliotransmitter

glycosaminoglycan, GAG
glycosignaling domain
glycopeptide

glycopolymer

click chemistry

cryptide

Glisson's capsule

cryptic

curcumin
UDP-glucuronosyltransferase
glucose trimming

glucose transporter
glucolipoxia

glutathione (S-) transferase
glutamate receptor

GDH

ghrelin
Ghrelin
GroEL

protein cross-linking
circadian locomotor output cycles kaput

chromatin remodeling
chromokinesin
Chromosome territory
Crohn’s disease
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2001
2017
2007
2021
1990
2002
2022
2008
2012
1990
2022
2000
2002
2019
2002
2021
1989
2001
2008
2013
1996
2010
2016
2009
2020
2015
2011
2001
2010
1998
2021
2010
2012
1992
1999
2003
1998
1991
2005
1989
1991
2010
2015
2005
2007
1996
2020
1999
2002
2016
2021
2003
2005
2005
2015

73(02)
89(04)
79(10)
93(03)
62(01)
74(10)
94(04)
80(04)
84(03)
62(03)
94(05)
72(01)
74(05)
91(04)
74(11)
93(04)
61(01)
73(02)
80(10)
85(09)
68(12)
82(04)
88(03)
81(07)
92(03)
87(05)
83(03)
73(05)
82(06)
70(01)
93(03)
82(06)
84(08)
64(01)
71(05)
75(03)
70(06)
63(02)
77(06)
61(07)
63 (06)
82(02)
87(05)
77(04)
79(04)
68(02)
92(02)
71(11)
74(05)
88(03)
93(02)
75(04)
77(07)
77(03)
87(01)

114
589
979
422
75
1289
631
356
225
221
777
38
412
577
1372
577
39
114
978
814
1835
336
426
627
468
644
253
360
551
49
422
551
716
57
359
245
476
159
563
632
461
159
644
363
384
155
282
1341
412
426
264
323
669
272
149
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golgin

A=V RYavryonryg
avryF v
IVATYNVIT VYN

Keap1/Nrf2 regulatory system 2009
Kriippel like factors 2008
2019
caged compound 2004
Kyoto Encyclopedia of Genes and Genomes 2000
fluorescence lifetime imaging microscopy - 2022
FLIM
fluorescence correlation spectroscopy, FCS 2001

bimolecular fluorescence complementation, BiFC2015
fluorescence single-molecule speckle

. 2013
microscopy
deaminoneuraminic acid 1994
angiogenesis 2002
VEGF: vascular endothelial growth factor 1998
platelet activating factor, PAF 1987
PAF antagonist 1987
1989
genomic imprinting 1993
genome informatics 2001
genomic imprinting 2003
genomic imprinting 2008
chemical genetics 2005
2010
chemical biology 2005
chemical proteomics 2005
Chemical ligation 2008
atomic force microscope, AFM 1991
coagulase 2018
2017
coatmer 1993
coiled coils 2005
Piezophilic microorganisms 2009
Anti-inflammatory drug E3330 2011
2021
antigen presenting 1990
1987
2022
structural genomics 2002
HPLC/MS 1987
high-speed atomic force microscopy 2016
high endothelial venule; HEV 2012
2016
yeast vector 1989
yeast-lyzing enzyme PRI 1993
dry chemistry 1987
Solid-state NMR 2008
bone morphogenetic protein 1995
connectin 1989
cohesin 2005
Golgi reassembly 2003
golgin 2003
cold shock protein 2009
collectin 1999
cholesteryl glucoside 2003
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81(06)
80(01)
91(03)
76(05)
72(11)

94(02)

73(05)
87(03)

85(08)

66(04)
74(09)
70(05)
59(04)
59(04)
61(05)
65(09)
73(01)
75(02)
80(07)
77(06)
82(05)
77(05)
77(06)
80(11)
63(10)
90(02)
89(05)
65(01)
77(03)
81(12)
83(01)
93(06)
62(03)
59(07)
94(04)
74(01)

59(09)

88(03)
84(02)
88(01)
61(03)
65(12)
59(12)
80(10)
67(03)
61(01)
77(09)
75(10)
75(06)
81(12)
71(04)
75(09)

523
55
432
440
1316

306

360
399

704

390
1148
391
255
255
434
1213
26
108
675
563
428
448
563
1058
1249
246
774
57
272
1124
60
886
221
480
631
56

1049

426
225
145
241
1525
1353
978
248
39
1214
1375
533
1124
254
1202
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CETP

cholesterol binding toxin
concatemer

concanamycin A

Conduit
conditionalgene-knockout
CC: combinatorial chemistry
conformational diseases

survivin
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Cytoscape
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YA 71y — L RRIGER A

P A PR < N5 T 4 — S
S
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N-acetylglucosamine)
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il ke A
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YT RF=YA

Crm-1

T VIR S

¥T7aT ATy

U7 VR IR AL R
ChIP-seq

Gie

survivin

serprocidin

recursive splicing

Cytoscape

cyclic ADP ribose

cyclin

Anaphase-promoting complex/Cyclosome,
APC/C

SEC-MALS

Ductular reaction

cytokine

cytokine

HSP70/HSP40 chaperone system in cytosol

extracellular chaperone
extracellular vesicle: EV

cell polarity

cytoplasmic splicing

cell adhesion molecule, CAM
pricking method

cell extrusion

cellular retinoic acid binding protein, CRABP

cell surface display
cellular senescence
zymography
Zanamivir

saposin

Bilateria

thalidomide

oxidative folding
residual dipolar effect
retention signal
diacylglycerol kinase: DGK
cyanobacteriochrome
cyanolysis

sialidosis

Crm-1

Sialic acid modification
sialoadhesin

AOX: alternative oxidase

nevel GTPases indispensable for equal
segregation of chromosome
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1993
1989
1989
1995
2012
1997
1998
2005

1999
2000
2022
2013
1993
1992

2005

2019

2012
1987
1988
2005

2020

2021
2019
1997
2006
1990
1988
2019
1989
2002
1994
1996
2000
2019
1996
2019
2011
2021
2013
1992
2014
2022
2021
1988
2013
2010
2001
2010
2010

2005

65(07)
61(05)
61(12)
67(05)
84(03)
69(02)
70(07)
77(05)

71(07)
72(09)
94.(06)
85(12)
65(03)
64(05)

77(03)

91(03)

84(08)
59(11)
60(12)
77(07)

92(06)

93(02)
91(04)
69 (06)
78(08)
62(10)
60(02)
91(02)
61(07)
74(01)
66(02)
68(08)
72(12)
91(03)
68(08)
91(04)
83(01)
93(05)
85(08)
64(03)
86(06)
94(03)
93(05)
60(04)
85(03)
82(05)
73(04)
82(08)
82(01)

77(02)

597
434
1488
386
225
127
531
448

551
1144
930
1114
194
351

272

432

716
1278
1395

669

860

264
577
439
778
1296
155
281
632
56
163
1475
1398
432
1475
577
60
774
704
206
817
454
773
294
217
428
283
760
65

124



CID (CTD-interacting domain)
CIDE7 73—

CRISPR (clustered, regularly interspaced short

palindromic repeat)
CRISPR (clustered regularly interspaced short
palindromic repeats)
GRIP F X £ ~
GRIP F X £ ~
CRMP2

GRO-seq

CENP-B

GET #Eit%

CARTS

CARP

CaMKP

CagA
CAD
GATAHEH N7 7 3V —

CADMI/TSLC1

GAP43

CAPS

CSNDB

CSF

Csk

CMP-NeuSAc KEALIE# (CMP-N-
acetylneuraminic acid hydroxylase, CMAH)
GM17 7 2% — (GMI cluster)
CNC//INMaf — AR 5[ -

GFP

c-fps/fes

GFP-Nanobody

CLIPs

CLA

CLASPs

CLEC-2

COMP

cHEmL s F

c-kit 25 ABIR T

Gq¥ v /874

GK % v\ 2%

CCAAT/Z U NV —#EE 5 V787 B

GGA

CC-CKR5 (CCRS5)
CCDCS88A family
CD14

CD38

CD44

CD45
CD200/CD200R
CDM 7 7 ) —4T
GDNF

CDK

cell death-inducing DFF45-like effector family

GRIP F X A

Collapsin response mediator protein-2

global run-on sequencing

Centromere protein-B

GET pathway

carriers of the TGN to the cell surface

CRAP (catch-relaxing peptide)

CaMKP (Ca’"/calmodulin-dependent protein
kinase phosphatase)

cytotoxin-associated gene antigen
caspase-activated DNase

GATA transcription factor family

Cell adhesion molecule 1/Tumor suppressor in
lung cancer 1

growth associated protein 43

Ca”*-dependent activator protein for secretion
Cell Signaling Networks Database

cytostatic factor

C-terminal Src kinase

CNC/Small Maf dimeric transcription factor
green fluorescent protein
c-fps/fes

cytoplasmic linker protein

cutaneous lymphocyte antigen
CLIP-associating protein

C-type lectin-like receptor 2

cartilage oligomeric matrix protein
C-type animal lectin

c-kit proto-omcogene

Gq protein

GK protein

C/EBP

Golgi-localizing, y-adaptin ear homology
domain, ARF-binding protein
CC-CKR5 (CCRS)

coiled-coil domain containing 88 family
CD14

CD38

CD44 (Cluster of Differentiation 44)
CD45

Cluster of differentiation 200

CDM family of proteins

glial cell line-derived neurotrophic factor
cyclin dependent kinase
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2010
2009

2009

2011

2012
2013
2012
2022
2008
2018
2022
1991

2005

2005
1999
2006

2008

1993
2016
2000
1993
1997

2020

2020
2009
1998
1994
2017
2007
1998
2007
2018
1999
1993
1992
1992
1989
2001

2004

1997
2008
1993
1996
2009
1996
2012
2012
2006
1993

82(03)
81(11)

81(05)

83(09)

84(09)
85(09)
84(07)
94(01)
80(03)
90(03)
94(04)
63(02)

77(10)

77(01)
71(02)
78(08)

80(06)

65(04)
88(06)
72(11)
65(07)
69(07)

92(03)

92(05)
81(06)
70(07)
66(01)
89(05)
79(01)
70(04)
79(01)
90(01)
71(04)
65(12)
64(05)
64(03)
61(06)
73(10)

76(07)

69(09)
80(03)
65(03)
68(11)
81(01)
68(06)
84(02)
84(07)
78(11)
65(09)

250
1014

413

863

798
814
596
134
244
416
631
159

1340

63
150
778

584

307
796
1316
597
1003

468

757
523
531
84
774
64
309
64
110
254
1525
351
206
501
1262

650

1119
244
194

1729

51
155
143
596

1098

1213
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CD PR

Cdc6

cdc2

CPI-17

cde25 % VNI
GTPaselfit(L s > /37 4
GTP#E& & v X7 &
CD47-SHPS-1 %

G2A

GPI-PLD

GP2/THP 7 7 3 V) —
c-fos BAL T

C-xY )Y NVMN)T T 7
c-mos A BT
V—Fx T

Gene conversion

Geminin

Geminin

R0 3L 05 7 < > ootk
RIRIRA Y v M
FENEREILE
VIR
AN

Siglec

A4
yrouaz4) v

BT 1A%

TN A B
Zizimin 7 7 3V —&HH
Y o g Y e AT AT
CIS/SOCS 7 7 3 V) —
VAT TV

D-VAT AV

VATA VAT Ay FHEE
VAT ANA F Y —
VAN=T

JANars YA ) NF—
VA rarz)h v
TANT 4 RGO
PR F FG E — X
B

B SRR

MV Y NOHA 7V
DAV
VFTA T IH TN
SR T AF—HFA P
VFETAF I AT A
YFETNY IV
V73N

Wi s 26 i

iYL

Tili ek e £ 53 AR 28

giantin

CDK inhibitor

cluster of differentiation antigen, CD antigen
Cell Division Cycle 6

cdc2

PKC-potentiated PP1 inhibitory protein of
17kDa

cdc25 protein

GTPase-activating protein: GAP

GTP binding protein

G2A

GPI-specific phospholipase D
GP2/THP family

c-fos

C-mannosyltryptophan, C-Man-Trp
c-mos proto-oncogen

G-CaMP 7213 GCaMP

Gene conversion

Geminin

time-resolved resonance Raman spectroscopy
slit membrane

in utero electroporation

o receptor

Siglec

Siglec

Siglec

cyclofilin

suprachiasmatic nucleus

differential scanning calorimetry, DSC
Zizimin Family Proteins

quadrupole mass spectrometer, QMS
CIS/SOCS family

cystatin

D-cysteine

cysteine switch mechanism

systems biology

dystonia

dystroglycanopathy

dystroglycan

disulfide bond isomerization
magnetic nanoparticle FG beads
mass

Citrulline-NO cycle
synapsin

synaptotagmin

diphthamide

Lipodystrophy

lipid droplet

sister chromatid exchange : SCE
giantin
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1995
1990
2010
1992

2004

1992
2014
1987
2005
2011
1995
2002
1995
2004
1991
2019
2008
2012
2013
2004
2002
2014
2001
2001
2003
2016
1991
2014
2020
2005
2001
2003
1988
2015
1994
2003
2018
2017
1999
2015
2011
2019
2013
1997
1991
2018
2020
2020
1995
2008
2010
2006
2022
2003

67(11)
62(09)
82(07)
64(05)

76 (04)

64(01)
86(06)
59(05)
77(10)
83(06)
67(01)
74(12)
67(03)
76(03)
63(10)
91(03)
80(08)
84(09)
85(09)
76(01)
74(09)
86(02)
73(11)
73(04)
75(07)
88(06)
63(09)
86(05)
92(01)
77(12)
73(03)
75(12)
60(11)
87(05)
66(11)
75(11)
90(03)
89(01)
71(06)
87(06)
83(01)
91(04)
85(01)
69(03)
63(09)
90(01)
92(04)
92(04)
67(04)
80(02)
82(02)
78(02)
94(01)
75(06)

1312
1181
657
351

394

57
817
315

1340
562
66
1452
248
281
1249
432
772
798
814
67
1148
292
1308
283
576
796
1134
703
136
1529
213
1516
1307
643
1428
1438
416
132
463
795

60
577

46
197

1134
110
599
599
324
142
159
150
134
533
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15-FF % ¥ Z8=H1) ¥

12-L R FIATZFH b)) U

BERERWE R ATE
M I 3
jumonji #fn 7 7 I —
14-33 7 V80
I

ATy v

ZRE U0 A%

e 955 A L gk [ 7

e g i

JiE I S HE I - X — &

SRAMTOTFA v FOY VRAT 7 Y —

Y- v—%

JUN #15F

A
WS v AR—%—
/INGEE

AN TR S

AN TR S
ANBAEA B L AEAE

2N ITEES
INGF-) v a—F 4 ¥ 7 RNA
¥t ORF

HHRFBRNBGEE

YVauy bFT v
yuAf T rEF—7
YuAfXFAF

R

HEALs T T

TfE RNA Bk

RE A 4% 5
ARERIL B A 0

e I oD il L A

AR 2R

In-7 4 ¥ H—

zinc finger nuclease

YN IPAY ]
syngeneic host
AN
VP2

P A
Syntaxin
YUTA Y
WEA >~ b e A

A —78—T ¥\ ¥ — (super-enhancer)

(F%#183), isogenic

social defeat stress model
juxtacrine

molecular chaperone

Charcot-Marie-Tooth disease, CMT ¥
charon vector

deoxysperguallin

12-HHT, 12(S) -Hydroxyheptadeca-5Z, SE,
10E-trienoic acid

deuterium exchange mass spectrometry
organum vasculosum laminae terminalis
jumonji family

protein 14-3-3

convergent evolution

shugoshin

pronuclear stage of zygotes
transforming growth factor, TGF
Cancer Stem Cell

TGF-$ (transforming growth factor)

Ptpr
JUN gene

nitrate transporter

microcephaly

ER stress

ER stress

ER-stress proteins

vesicular transport

small noncoding RNA

upstream open reading frame: uORF
diet-induced thermogenesis: DIT
JSTX

di-leucine motif

Arabidopsis thaliana (L.) Heynh.
nociceptor

evolutionary molecular engineering
neuronal RNA granule
neuromuscular junction

neural cell adhesion molecule, NCAM
axon initial segment
neurodegenerative disease
zinc-finger

zinc finger nuclease

artificial lymph node, synthetic lymph node

cardiac stem cell
syntaxin

syndecan
deep intronic sequence
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2015
2018
1993
2019
1990
2018
2017
1988
1992

2009

2015
1996
2008
1996
2021
2006
2013
1989
2008
1991

2005

1990
2014
2021
2016
2001
2003
2006
1988
2015
2018
2021
1987
2019
1997
2013
1993
2022
2015
2005
2021
2008
1990
2007
2012
2012
2010
2019
1994
2017
1994
2022
2020

87(03)
90(06)
65(02)
91(06)
62(04)
90(06)
89(03)
60(12)
64(09)

81(02)

87(04)
68(05)
80(04)
68(01)
93(06)
78(09)
85(04)
61(08)
80(06)
63(07)

77(10)

62(10)
86(03)
93(03)
88(06)
73(05)
75(05)
78(10)
60(04)
87(04)
90(05)
93(01)
59(07)
91(02)
69(05)
85(07)
65(09)
94(04)
87(05)
77(09)
93(04)
80(02)
62(05)
79(05)
84(04)
84(05)
82(08)
91(01)
66(05)
89(06)
66(09)
94(06)
92(06)

399
846
132
831
288
846
477
1395
1157

125

489
388
356

48
886
899
287
716
584
543

1340

1296
415
422
797
360
372

1013
294
489
738
173
480
281
349
590

1213
631
643

1214
577
142
375
470
317
376
760
125
457
934

1266
930
860



A==

AN =T
SCID~¥ 7 A

AF~—iE

Axx 7+ =V NI H
AT TIT—E

A =0 ¥ 7 (FHBUIEAHEER)
SCOP

START KA A ¥ « A—=X—=T 73V —
Stat

AFIVNRJ A K

STICKS

ATVNITNVIAY R
AMN)TFT MY

A L AR
APLT PV MY Y
SNAP-25

SNPs

A4 7 (T4 NVAD)
AT 4T VR
ATA4 T FF—F
ATAITT I
274 v IRAKRNRE
AT 4TI AR
ATA4ITILY HA TN
Sphingolipid rheostat model
ATIGA YT - RX7 LT —E
AT T vF IRy —
Sprouty/Spred

Sprouty/Spred 7 7 I V) —
AIVETLVTE R

Small dense LDL (sd-LDL)
SUMO-1

Aga-rLruax sr7 574 —
three-hybrid system

Slingshot

ANVT 74—

AVT A

AL ZE RN il T

Tl P T

HEEA 70— 2

A

SAGE #:

Fi e

JSCN T A A i

A AR 2 A S )

HAR G- R AR

A R g

AW FEEILNG T AL F —iFE
PG IR E 7 — 7 X— A
A BRSPS IR
YTAPARY TV C

e X

Z1p

ZnT

superantigens
scavenger receptor
SCID mouse
skimmer voltage
scaffolding protein
scramblase

SCN crcadian oscillatory protein
START domain superfamily

Stat

stilbenoid

substrates that interact with C-kinase

steryl glucoside
Strigolactones
stress granule

SNAP-25
single-nucleotide polymorphism

sphingosine 1-phasphate, S1P
sphingosine kinase
sphingofungin

sphingomyelin synthase, SMS
sphingomyelin cycle
Sphingolipid rheostat model
Splicing endonuclease, EndA
spliceopathy

Sprouty/Spred

Sprouty/Spred family
Veilchenblatteraldehyde

Small dense LDL (sd-LDL)
small ubiquitin-related modifier-1
slalom chromatography
three-hybrid system

Slingshot

Sulfatases

suncus

biochemical modulation therapy
regulatory T cell: Treg

regulated necrosis

hepatic stellate cell

serial analysis of gene expression

adult T cell leukemia, ATL

biological response modifier, BRM

biomolecular condensate
apical meristem culture

1995
1995
1997
1995
1990
2021
2015
2002
2015
1996
2012
1998
2003
2011
2013
2015
1994
2000
2015
2008
2011
1996
2020
2011
1996
2006
2011
2022
2002
2003
1990
2006
2001
1993
2000
2002
2011
1994
1994
2017
2021
1998
2002
2020
1987
1987
2022
1988

bioluminescence resonance energy transfe, BRET2015

LIPIDBANK for Web
bioactive glycolipid
Xestospongin C
Zygnematophyceae
Zert, Irt-like protein
Zn transporter
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2000
1991
2005
2019
2009
2009

67(08)
67(08)
69(10)
67(06)
62(04)
93(06)
87(03)
74(05)
87(02)
68(05)
84(12)
70(10)
75(09)
83(10)
85(03)
87(04)
66(05)
72(02)
87(05)
80(03)
83(06)
68(11)
92(05)
83(09)
68(09)
78(12)
83(12)
94(02)
74(06)
75(12)
61(01)
78(01)
73(12)
65(05)
72(04)
74(11)
83(03)
66(09)
66(04)
89(01)
93(04)
70(02)
74(02)
92(02)
59(10)
59(10)
94(04)
60(12)
87(06)
72(10)
63(01)
77(02)
91(06)
81(10)
81(10)

1056
1056
1209
490
288
886
399
412
266
388
1031
1289
1202
980
217
489
457
134
644
356
562
1729
757
863
1537
1175
1139
306
492
1516
75
59
1410
386
284
1372
253
1266
390
132
577
123
118
282
1204
1204
631
1395
795
1230
52
124
831
921
921



Set7

secretopeptidome
Y=o
XINAF T4 0T
X/ 77—

X)) 77—

X779 74va
<7+ v
34 %7 Ml
oI5 —%
v ) HiiE

R A

LV

YL/ Y AT A AR
L/ 7a5r{ P
L 7o r

A 750 e e i R 1
AR B2 AR (striatal direct
pathway neuron)

ettt L—a v
A SRR

L
trrax7y g
AREVEAR R
W

iSRS P

B 7 VoA < —BEEn 7Lt =

]) y

FEAA N > OV SRS
ML A itk

V=T AT TFI

VA IS

ML A 2 510 (homologous
recombination repair, HRR) & FEH [l K iy

#EEIE1EFERNE  (non-homologous end joining,

NHEJ)
HHZE AL HAfr

BikEru< 7574 —
AR T 3 FRykdE

Sortase A

sonic hedgehog sonic hedgehog (shh)
a7

BB LU 2AMA 2 Vi

AL B gl compensatory cell proliferation
= Dynein

TATARS &S Y280 & TATA-binding protein: TBP
TATA-box TATA-box

RETEALSA + b atmospheric pressure chemical ionization, APCI
Dicer Dicer

(g4

Dynamic mutation

Tail-anchored (TA) % ¥ /37
AR A IAV

Tau) ¥ &1k

Set domain-containing protein (lysine
methyltransferase) 7

Marchantia polymorpha
xenobiotic

xenophagy

xenophagy

zebra fish

semaphorin

ceramidase

Sertoli cell

serpin

selectin

SECIS

Selenoprotein P, SeP
cereblon

fibroblast growth factor, FGF

chromosome oscillation

systemic acquired resistance: SAR
Caenorhabditis elegans

centromere protein

multi-potential adult progenitor cell
ciliopathy

prostate-specific antigen, PSA

presenillin

scanning tunneling microscope, STM
zwitterionic liquid

sorting signal

The Soret effect or The Ludwig-Soret effect

hydrophobicity chromatography
Ancestral amino acid residue

Dynamic mutation

tau protein

17

2014

2018
2019
1999
2020
2022
1994
1999
2015
2002
2013
1991
1990
2022
2013
2011
2001

2020

2022
2017
1995
1997
2004
2017
2001

1996

1990
2022
1990
2013

2006

2020
1989
2009
2014
2002

2017
2017
2013
1996
1988
2001
2003
2012
1996
2021
1992
2016

86(05)

90(04)
91(06)
71(05)
92(01)
94(01)
66(08)
71(12)
87(01)
74(11)
85(09)
63(09)
62(11)
94(03)
85(01)
83(02)
73(09)

92(04)

94(03)
89(02)
67(03)
69 (04)
76(05)
89(05)
73(09)

68(02)

62(05)
94(02)
62(02)
85(09)

78(03)

92(06)
61(08)
81(12)
86(01)
74(04)

89(06)
89(04)
85(04)
68(03)
60(10)
73(03)
75(07)
84(11)
68(05)
93(02)
64(04)
88(04)

703

544
831
359
136
134
1158
1432
149
1372
814
1134
1422
454
46
144
1128

599

454
310
248
265
440
774
1128

155

375
306
131
814

273

860
716
1124
111
334

934
589
287
196
1191
213
576
963
388
264
279
538



SR TF ¥4 75—k
XX URTFER

taxillin family

% RICNMR

% EEIA TR

i =2

TN AR (43

i e % 7 LR
Tagged-MS {3

tac promoter

WW KX A ¥

LR T —X

Z etk Esie o s bRl <~ — 4 —
Zhtk BTy FY—2)
Wnt ¥ 7 F Vi

A

W T

¥ oy OB

& ¥ 8y BIRENBCHI Y e
FTINTTE Y
Fxzv7KRAL VD
BEIEFEFLK F ¥ ¥ AV

FR A

Chlp-on-chip i

TEFE X et A S 8 3 BR PR A 1
L A

AL

T bR st = v

R 1 5

B

R/ v a—74 7 RNA
TR A 53 1~V 1
B 1

L 75— v A — N —
787 2 el

L OV ASTIRES

R A 7 O 7T 7 4 —
o S A

two-hybrid system

#9°0 SR

TREM1/TREM2

tRNA it 2 115 i

TRPA—/3—7 7 31 —

TRP F ¥ F

TICAM-1 (Toll/Interleukin-1 receptor
Containing Adaptor Moleculer-1)

DEP K X £ ~

D A+

DAI (DNA#&AEYE IRFiGPEALIRT-) s 5144
DLM-1/ZBP1

DAO-3MST &

TMEPALI 7 7 X ) —

TAP % 7

multivalent peptide library technique
tachykinin peptide
taxillin family

multigene family
denitrification

DUB: deubiquitinating enzyme
deubiquitinase

Tagged-MS method

tac promoter

polysaccharide lyase

multivesicular body, MVB

Parthenogenesis

intramembrane proteolysis
thiazolidinedione

checkpoint

delayed rectifying K channel
liquid-ordered

Chlp-on-chip method

late-onset X-linked sideroblasticanemia

super-activation

intestinal stem cell niche

long-term potentiation, LTP
hyperthermophile

long noncoding RNA, IncRNA
hydrolysis-driven equilibrium of supersulfides
supersulfide

turnover of supersulfide

supercritical fluid

supercritical fluid chromatography, SFC
supercritical fluid extraction, SFE
two-hybrid system

bait region

TREMI (triggering receptor expressed on
myeloid cells 1)

thio-modification of tRNA

TRP super family

TRP Channel

DEP domain

differentiation stimulating factor
DNA-dependent activator of interferon-
regulatory factors

tandem affinity purification tag
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2021
1989
2005
2017
1994
2010
1997
2022
2005
1988
2010
2018
2021
2008
2021
2015
2008
2020
2014
2001
1997
1999
2022
2007
2003
2014
1995
2017
1991
2009
2015
2021
2021
2021
2015
1987
1987
1987
1998
1997

2012

2009
2007
2010

2012

2016
1991

2009

2015
2017
2007

93(02)
61(07)
77(01)
89(01)
66(04)
82(01)
69(12)
94(01)
77(07)
60(02)
82(03)
90(03)
93(01)
80(12)
93(06)
87(02)
80(05)
92(02)
86(02)
73(10)
69(09)
71(10)
94 (04)
79(09)
75(03)
86(06)
67(04)
89(05)
63(05)
81(12)
87(04)
93(05)
93(05)
93(05)
87(05)
59(06)
59(06)
59(06)
70(07)
69(01)

84(04)

81(05)
79(04)
82(12)

84(06)

88(05)
63(02)

81(03)

87(05)
89(03)
79(02)

264
632
63
132
390
65
1406
134
669
155
250
416
173
1141
886
266
447
282
292
1262
1119
1251
631
896
245
817
324
774
374
1124
489
773
773
774
643
381
381
381
531
66

317

413
384
1159

493

676
159

237

643
477
174



TAP X7 F Nk

Tsen (Senescence-related T cell, %V B T Hl

i

Thl & Th2 i

DISC1 (Disrupted-In-Schizophrenin 1)
DNA F v 7

DNA FRA VXA FT—F1I
DNA FRA VX T —¥]
DNA/N—I— K
DNAKRY X F—+¥q
DNAKRY X Z—Ep
DNAKRY X F—Xy
DNAKRY X F—¥§
DNAT 7 F ~

DFF

TFIID

TFIID & TFIIB

Dok 7 7 3V —

Dock 7 7 3V —

D%

TGF-pHie % ¥ 737 4
TGF-B/TGF-pZ M7 7 3 1) —
Thbx AR T-#E

DC-SIGN

DGGE & TGGE

D-tV v

DTC

DDP IV (CD26)

DBGET

TSCI1-TSC2 complex

AP 52 SO 1k s 5 [ 7
FALAAVTFT) v
TAARAIAL TN AL

T4 AL TV RAL VZHR
FARY VAR - TF A MY —
FAANAL VT4 -]

TPRT (target-site primed reverse transcription)

A MEE S
BROFRGY V378
Delayed Extraction (DE)
TRE & CRE

TIMP

TWEAK (TNF-like weak inducer of apoptosis)

Dectin F5

=M
7Y % )V PCR
TARNAAL ¥
Destruction Box

DEAD 7 7 3V —

T hNFANRZY
TARAL T

T LY
TVAZ VT T4 0T

transporter associated with antigen presentation/

processing

Thl and Th2 cells

DISC1 (Disrupted-In-Schizophrenin 1)
DNA tip

DNA topoisomerase 11

DNA topoisomerase I

DNA polymerase a

DNA polymerase f

DNA polymerase y

DNA polymerase o

DNA vaccine

DNA fragmentation factor
TFIID

TF2D andTF2B

downstream of tyrosine kinases

Disproportionating enzyme
TGF-beta-protein
transforming growth factor-f
T-Box genes

dendritic cell-specific ICAM-3 grabbling non-

integrin, CD209

DGGE and TGGE

D-serine

Distal Tip Cell

dipeptidyl peptidase IV
DBGET

TSC1-TSC2 complex
hypoxia inducible factor, HIF
disintegrin

discoidin domain

discoidin domain receptor, DDR
distance geometry
dysbindin-1

low complexity region
low-molecular weight G protein
Delayed Extraction

TRE and CRE

TIMP

decorin

death domain
Destruction Box
DEAD family
tetraspanin
tenascin
defensin
telescripting
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2007

2012

1995
2011
2000
1989
1989
2018
1988
1988
1988
1991
1993
1999
1991
1992
2006
2009
1998
1992
2017
2010

2006

1991
2001
2010
1994
2000
2003
2001
1997
2001
2001
1988
2011
2020
2022
1989
1997
1991
1994
2015
2013
1996
2015
1997
1997
1993
2009
1992
1989
2022

79(08)

84(05)

67(06)
83(07)
72(02)
61(12)
61(12)
90(02)
60(06)
60(06)
60(06)
63(06)
65(10)
71(09)
63(03)
64(02)
78(05)
81(07)
70(04)
64(02)
89(03)
82(09)

78(01)

63(12)
73(05)
82(10)
66(08)
72(11)
75(04)
73(09)
69(09)
73(11)
73(11)
60(05)
83(08)
92(05)
94(04)
61(10)
69(02)
63(03)
66(10)
87(01)
85(03)
68(03)
87(02)
69(06)
69(07)
65(04)
81(07)
64(06)
61(11)
94(06)

807

376

490
656
134
1488
1488
246
456
456
456
461
1333
1171
223
206
442
627
309
120
477
872

59

2000
360
989
1158
1316
323
1128
1119
1308
1308
395
764
757
632
1303
127
223
1350
149
217
196
266
439
1003
307
627
441
1399
929



Telomere Restriction Fragment (TRF)
THXAT—F

LI S|

A VAR AV Al NP D

RS LG AR R - B

WA RNARA TS5 A4 ¥ 7
BT
BIMINET T 74—
TR IR ITHE SR AT
1% 5. K ¥-BONOBO
EE7 77 M) —
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RAIRASHLIN FR I
KRB 87
RIS VoY
GiLIHEREN
HWAEEIWT L ) Ak
P S A ¥ —

PESHARA N X 4 >~

BEE IR RIER 7 7 3 —
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B 7 Lo F Filigkik
LRI 5 287 B

() R 2

Dorsal {51

Toll-like receptor

Toll-like receptor (TLR)

PRIV Y-TYFIRTY (TA) VAT A
Ny Iy ryTurtIs A
by Ty rTuTE IS A
ARAT A

bART Y=
Topologically Associating Domain
FIF Y bRTT A THF
Tom & Tim

rET Y

TRECK

TRADD & FADD
NGURCRTIAT VT
TG UYARZYT R4

NG UATIVE I F—F

NG YAV 2=y 2B
NG AT 2=V
TRANSFAC

N YAR—F ¥
FTUARE=R

NI VARV — A
N7 =

FIYV Ty s ABIETRE
MY X7 LT B ) & LEA
USRI FA

M) 7Ly MY E— MiF

Telomere Restriction Fragment (TRF)
teromerase

transferred cross-saturation: TCS
voltage-sensor domain: VSD

field emission-scanning electron microscope:
FE-SEM

canonical tRNA splicing

electron crystallography

Electron tomography

two-dimensional electron crystallography

transcription factory

dendrimer

intrinsic disorderd domain
intrinsically disordered protein, naturally
unstructured protein, natively unfolded protein
intrinsically disordered protein
sugar donor

Freeze-fracture method

glyco cluster

carbohydrate recognition antibody
carbohydrate recognition domain
glycoside hydrolase family
nucleotide sugar transporter
nucleotide-sugar transporter
hibernation-specific protein, HP
Kin recognition

dorsal gene

Toll-like receptor

Toll-like receptor (TLR)
toxin—antitoxin system

top down proteomics

top-down proteomics

TOPA quinone

topogenesis

TAD

dominant negative molecule
Tom and Tim

tomosyn

Toxin Receptor-mediated Cell Knockout
TRADD and FADD
trans-splicing

transcriptome

transglutaminase

transgenic animal

transducin

Transcription Factor Database
Transportin

transposase

transposome

translocon

trithorax group of genes: trxG
trinucleotide repeat
trypanothione

Triplet Repeat Diseases
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2006
1997
2009
2016

2021

2011
2006
2008
1992
2019
2022
2003
2014

2008

2015
2020
2014
2004
1996
1996
2010
2002
2006
1996
2001
1993
2000
2009
2015
2004
2013
1991
2003
2022
1997
1997
2005
2012
1997
1990
2001
1999
1989
1987
2000
2008
1989
2013
2008
2000
1994
1992
1998

78(06)
69(04)
81(04)
88(01)

93(03)

83(12)
78(01)
80(12)
64(10)
91(06)
94(04)
75(11)
86(02)

80(08)

87(05)
92(03)
86(03)
76(07)
68(09)
68(08)
82(02)
74(10)
78(11)
68(06)
73(01)
65(02)
72(01)
81(03)
87(06)
76(10)
85(02)
63(07)
75(06)
94(04)
69(12)
69(03)
77(11)
84(11)
69(11)
62(08)
73(02)
71(11)
61(06)
59(09)
72(11)
80(08)
61(04)
85(05)
80(10)
72(07)
66(02)
64(04)
70(09)

546
265
323
145

422

1139
59
1141
1280
831
632
1438
292

772

644
468
415
650
1537
1475
159
1289
1098
155
26
132
38
237
795
1363
114
543
533
632
1406
197
1440
963
1294
1061
114
1341
501
1049
1316
772
304
372
978
526
163
279
1198



Drosha

PO Y ERARY IV
ra YRS ITAF Y
ba Yy RRZF ¥
PO YEREY2Y
b > kv BRI

Drosha
thrombospondin, TSP
thromboplastin
thrombopoietin
thrombomodulin
tunneling microscopy

FA =78, 754 L2EESHIL
PR P L

REAE A

I BTSE AT E (medial prefrontal cortex)
VA B A e FE Sk ~F- 1 # il PR -
F 7 B S

Nanog

FI TR

FMEY v v Tk
nanopore ¥ — 7 ¥ —

AL 2 B
Nonsense-mediated mRNA decay
2-7I7FFI)A VT ) a—)
TSR

2HIHKY) v o8Ek (ILC2)

TRY G50 2 1

256G L — ¥ — B A SR
B¥F—t

=—vF

NOR (nucleolar organizer region)
Nucling

Nudix hydrolase

Za—M)Fr I/ 3I7RA
—a—F) - % b
—a—U"AT7xT

AT w i N = S

—a—any ¥

neuregulin

—az—ah v

Z—a—uaty
IEIRB a2 B 5 87 H
Nucleomethylin (X 7 L' A X F1 )

inside-out vesicle, IOV

endothelium derived relaxing factor, EDRF
nanoaerobiosis
Nanog

nano-second temperature jump
indigestible polysaccharides
Nonsense-mediated mRNA decay

2-Arachidonoylglycerol (2-AG)
dinuclear copper-containing enzyme

type Il secretion system: T2SS

2006
1988
1989
1995
1992
1993

2018
2016
1988
2020
1987
2007
2003
2016
2004
2022
2021
2005
2011
2021
2020
2020
2021

two-photon laser scanning microscopy, TPLSM 2001

pseudokinase

niche

NOR (nuclear organizer region)
Nucling

NUDX

neural net

neurosphere

neurotrophin-3

Neuroligin

neu differentiation factor, NDF

neurocan

neuropilin-1

pregnancy-associated a2-glycoprotein, PAG

IETTY) neopterin

T Nectin

xr7u b= A Necroptosis

I neprilysin

WA nephrin

NEMO/Ikk-y NF-kB Essential Modifier/IkB kinase-y
KA 1gAl sticky IgA1

Nogo/Nogo L't 7% — Nogo/Nogo receptor

VA2 v nociceptin

Notch Notch

Notch 3 Notch 3

Non-coding RNA (ncRNA) Non-coding RNA (ncRNA)
NE

IN—F parkin

8= 2 VIR E RS

21

2007
2004
2013
2006
2017
2014
1991
2016
1992
2011
1999
2004
1999
1989
2009
2001
2006
2013
2002
2002
1998
2001
2002
2000
1999
2000
2006

2000
2016

78(07)
60(05)
61(02)
67(06)
64(09)
65(09)

90(04)
88(02)
60(09)
92(04)
59(03)
79(05)
75(12)
88(02)
76(01)
94.(06)
93(01)
77(02)
83(10)
93(04)
92(02)
92(02)
93(03)
73(11)
79(04)
76 (05)
85(10)
78(02)
89(01)
86(03)
63(01)
88(06)
64(11)
83(07)
71(09)
76(09)
71(01)
60(03)
81(06)
73(04)
78(07)
85(01)
74(02)
74(09)
70(11)
73(01)
74(03)
72(03)
71(11)
72(12)
78(04)

72(02)
88(04)

683
395
145
490
1157
1213

544
271
1070
599
183
470
1516
271
67
929
173
124
980
577
282
282
422
1308
384
440
944
150
132
415
52
796
1360
656
1171
1232
16
241
523
283
683
46
118
1148
1368
26
257
207
1341
1398
342

134
538
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N—tTF
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IN—FF B
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M RZ

N—ERA TV UA

WN=T )~

IN—=IVERT 4
NWATAR - TI=ZA L
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WNAFF T
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XA 7 b (Bijvoet) X B L UNA 7 v M

HEYVA MR 74—

WErax N9 T7 4=/ RAARY b O

A MY —

=gl

NJe¥

I8y — RS
Buccaneer

Bax 7773 —

Pax #IZ¥7 73V —

Bachl

HilEko 754 3 v 7

F L35 s e

FEBIIRE)
PAF7tF bk Fus—+¥
N74axf Ty
INTaARL

NIV N— FRBUA
NGy T)F—<

N5 AR T

PV AT 4 = K7 VESIKE)
2NV i

B BT 5561k
NOF b S RRET

Band 3

A E=a/d

BRI

BRCA1

Prox1, prospero PR X 4Ky 7 21
piRNA

piRNA (piwi-interacting RNA)
PLT ¥ 71—

PIWI

Bip/Kar2p (/Mafks v <o)
PI-PLD

PI-& A KV S—EC (LB

Bergmann glia
Barth syndrome
herceptin
Harderian gland

perthiyl radical, polysulfide radical

herbimycin A
perforin

barr body

biased agonism
bioinformatics
Biosensor
biochip
biotransformation
biomarker

high through put screening

leukodystrophy
TLC/MS

Osteoclast
Vasohibin
pattern recognition receptor

Bax subfamily

Pax gene family

Bachl

priming of leukocyte
Leukemia stem cell
oscillatory expression
PAF-acetylhydrolase
bafilomycin
haploinsufficiency
hummingbird phenotype
paraganglioma
paralogous gene

pulsed field gradient gel electrophoresis
valproic acid: VPA

reflectometric interference spectroscopy: RIFS

Huntington’s disease gene

Band 3

panning

BRI

Breast Cancer Susceptibility Gene 1
prospero-related homeobox 1
piRNA

Pl-anchor
P-element induced wimpy testis
Bip/Kar2p

phosphatidylinositol-specific phospholipase D
phosphatidylinositol-specific phospholipase C
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1987
2017
2011
2002
1988
2021

2021

1996
1987
2009
2022
2001
2011
1988
1999
2007
2020
2000
2018
2018

1987

2011
2008
2005
2018
1999
1996
2003
1991
2012
2021
1994
1995
2018
2015
2006
1999
1988
2018
2019
1996
1988
1991
2000
2010
2008
2007
2009
1990
2008
1995
1995
1990

59(12)
89(04)
83(09)
74(04)
60(04)
93(05)

93(05)

68(10)
59(05)
81(10)
94.(05)
73(01)
83(11)
60(10)
71(05)
79(07)
92(01)
72(12)
90(02)
90(04)

59(09)

83(07)
80(06)
77(12)
90(02)
71(12)
68(03)
75(03)
63(07)
84(04)
93(04)
66(11)
67(01)
90(05)
87(05)
78(06)
71(10)
60(02)
90(04)
91(02)
68(05)
60(09)
63(10)
72(05)
82(12)
80(11)
79(09)
81(05)
62(02)
80(07)
67(01)
67(01)
62(03)

1353
589
863
334
294
773

774

1637
315
921
777
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1068

1191
359
706
136

1398
246
544

1049

656
584
1529
246
1432
196
245
543
317
577
1428
66
738
643
546
1251
155
544
281
388
1070
1249
396
1159
1058
896
413
131
675
66
66
221



parallel reaction monitoring (PRM) %
PRO-seq

PR VN2 H

Per (Period) #{n ¥

PEST L%

PEP/LYP

p62/Sequestosomel

pl07

PAR % v /378

PAC (Proteasome Assembling Chaperone)
PA700, PA28, PA200

PAPS #i 1K

PEG8fii 7 ¥ /37 B

BAR K 2 £ » (Bin, amphiphysin, Rvs K X £

¥)

Baf

PAF-1

BAG6 # Ak
PAT7 7 31 —
Psi-BLAST

PSP24

BH3 %7773 —
PNA

PMP22

PLAP

POMC

P #! ATPase

P A
PQQiEA/AEF—7
PKB

p53

1B HH M  gt [RD-
Bl LR+
PCR

BCRP

bel-2

Bel2 77731 —
PGRP7 7 3V —
PGP 4245
PCR-SSCP 4347
PCI12 #ifig

PDX (patient-derived xenograft) €7 )V
BDNF

PTEN
PTEN/MMACI
PTS1, PTS2

PHES VXY
BPI ¥ VX7 &
PPAR

PPARg

PVDF &
P4-ATPase
pUCHRNRT ¥ —

precision nuclear run-on sequencing
pathogenesis-related protein

Per gene

PEST sequence

PEP (PEST domain-enriched tyrosine
phosphatase) /LYP (Lymphoid tyrosine
phosphatase)

pl07

Proteasome Activator
PAPS transporter
PEG modified protein

Brgl/Brm associate factor
perioxisome assembly factor-1
BAG6 complex

Psi-BLAST

PSP24

BH3 subfamily

peptide nucleic acid
peripheral myelin protein 22
PLAP
pro-opiomelanocortin

P granule
PQQ binding motif
protein kinase B

B cell growth factor, BCGF

B cell differentiation factor, BCDF
polymerase chain reaction, PCR

BCRP

bcl-2

Bcl-2 subfamily

peptidoglycan recognition protein family

protein-glycosaminoglycan-protein cross-link

PCR-SSCP analysis
PCI12 cell

BDNF

PTEN

PTEN/MMACI1

peroxisome targeting signal 1, 2
P-glucoprotein

BPI protein

peroxisome proliferator activated receptor
PPARg

PVDF membrane filter

pUC vector
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2020
2022
2017
2002
2022

2005

2015
1993
2006
2012
2012
2006
1990

2009

2010
1994
2018
2009
2000
1998
1999
1995
2007
1992
2001
2007
2019
2004
1998
2009
1988
1988
1990
2003
1993
1999
2004
1995
1998
1994
2017
1992
2003
1999
1998
1990
2000
1995
1998
1990
2010
1989

92(01)
94(01)
89(02)
74(05)
94(02)

77(10)

87(02)
65(04)
78(09)
84(06)
84(07)
78(11)
62(02)

81(09)

82(09)
66(11)
90(03)
81(11)
72(12)
70(03)
71(12)
67(06)
79(04)
64(07)
73(06)
79(06)
91(04)
76(12)
70(10)
81(04)
60(03)
60(03)
62(04)
75(09)
65(10)
71(12)
76(12)
67(05)
70(05)
66(10)
89(06)
64(11)
75(12)
71(06)
70(04)
62(09)
72(09)
67(10)
70(01)
62(05)
82(11)
61(10)

136
134
310
412
306

1340

266
307
899
493
596
1098
131

827

872
1428
416
1014
1398
201
1432
490
384
537
488
611
577
1582
1298
323
245
245
288
1202
1333
1432
1582
386
391
1350
934
1360
1516
463
309
1181
1144
1249
49
375
1069
1303



p62

BY-2 fllf

L 7va A R R
TeE AR

p LTS

I TC A I

FRAT IR B BB = AT Bt

B2 B MM (subcortical region)
FZHEER Sy o7 HFuy xR F—F
WNERGY YN
His-tag

T/NE SRR > 2 T A

v 2% 3 ViR T
X7 EFIViL

LA Mra—F

|07 G IV 2 = N

| BN 214

VA7 7Fv

Hippo-YAP # %
JEMAIRNA A T 54 v 7
v M= A

HIF-1

JIt i B R F [obese (ob) EAxTF]
T H %

B 7asrt Iz A

e A E

Y INT 3 AbF ) THE
TJ7—UITAYyT7ay ME
Tr—=<aAr /) 3IT A
777 =¥

FASTA

Farnesoid X receptor (FXR)
A2 2. % AV
77 O iRk

VIP36

FEEL-1,2

VacA

VAV

VLA

V 5l ATPase

J4ay v

vzg-1

FISH i

T4 FFNT 4T Rtk
T4 vTYEFR

7 x / — LT

Jrzd b= R

7 aE vVRAE

T d =27~y REEE T
T+ =T~y FFNAAL ¥
FOXO1

FOXO 7 7 3 V) —#=E N T

TH AT
TAVATF VMY V8o

BY-2 cells
Hyaluronic acid synthase, HAS
optogenetics

time-of-flight mass spectrometer

non-receptor type tyrosine kinase
microtubule-associated protein, MAP
His-tag

micro electro mechanical systems: MEMS
histamine-releasing factor: HRF

histone acetylation

Histone Code

histone chaperone

histone methylation

visfatin

non-canonical tRNA splicing
Humanized mouse

HIF-1

obese gene

islet-activating protein, IAP
targeted proteomics

surface plasmon resonance
pyridylaminated-oligosaccharide
Far Western blotting
pharmacogenomics

Fabry disease

FASTA

Farnesoid X receptor (FXR)
farnesylated protein

VIP36

FEEL-1,2

vacuolating cytotoxin

VAV

very late activation antigen, VLA
V-type ATPase

ficolin

ventricular zone gene-1
fluorescence in situ hybridization
Philadelphia chromosome
fingolimod

phenome analysis, phenomies
ferroptosis

pheromone receptor

fork head-type transcription factor
fork head domain

forkhead box O transcription factor
phos-tag=1,3-bis[bis (pyridin-2-ylmethyl)
amino |propan-2-olato

follistatin module-containing protein
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2009
2007
2010
2018
2015
2020
1989
2020
1988
1988
1998
2018
2016
2011
2005
2005
2003
2005
2014
2011
2012
2002
1996
1987
2013
1992
1994
1999
2002
2015
1998
2006
1991
2014
1999
2003
2007
1994
1990
2007
2000
1998
1994
1988
2022
2007
2022
2001
2006
1996
2015
2006

2013
1999

81(04)
79(10)
82(07)
90(01)
87(05)
92(03)
61(04)
92(04)
60(03)
60(11)
70(07)
90(06)
88(02)
83(11)
77(03)
77(01)
75(04)
77(04)
86(05)
83(12)
84(04)
74(06)
68(06)
59(03)
85(02)
64(12)
66(10)
71(06)
74(01)
87(05)
70(09)
78(05)
63(01)
86(04)
71(06)
75(11)
79(02)
66(01)
62(06)
79(08)
72(09)
70(03)
66(04)
60(11)
94(05)
79(07)
94(01)
73(09)
78(03)
68(04)
87(04)
78(03)

85(06)
71(11)

323
979
657
110
644
468
304
599
245
1307
531
846
271
1068
272
63
323
363
703
1139
317
492
155
183
114
1450
1350
464
56
644
1198
442
52
538
463
1438
174
84
483
807
1144
201
390
1307
777
706
134
1128
273
309
489
273

489
1341



AR A L £ v
LA R BH

a7 OEaAR
AIEHEYA MR T 4 —
AL

T77F v

Fucci ¥ A7 A

7y TN
TEZT YV

Ta—1) v

TI—=Fr 773 —
754 < — Rk
T30 5NVhA Y
777 % VIRIL
Fragment-Based Drug Design (FBDD)
VAN A S

TIIT T Fzy NETINVEINT =

-7V

+TIPs

BLAST

fura-2, quin-2

FLAG % 7

FLAP

A S ]|
Frankenbody

A

7)) wN—F

Fringe

VAVINEZESIE
fluorometric C7/C9 53-H7
TLERIHFAL AL
TVIZAN)YERERT—FAL
A =) B2

FRET #:

7 VIH AR

TV T7zIWVT VA
TVLT7zIVT A4 VA
Pro-EGFR Y 7~ K
TJHR—HA FX MY —
A=AV N ¥4
Jatky T4
A E A

TarT YV —A

A" Al AR A V7
A S AN [ e
A= avavl e
TurAfrC

A Al VA
TUFA Y RF—EF -0
TaTArFATA
TaTA YT RTF v —
TarA IS
TaTF— A
TaTFAEY YA

parathyroid hormone; PTH

compound heterozygous mutation
Adrenoleukodystrophy; ALD
replicative senescence

fukutin

footprinting

fumonisin

furin

Plakin Family

primer elongation method
fractalkine/CX3CL1
fractal form

phragmoplast

2010
2020
2018
2006
2017
2000
2015
1991
1996
1991
2008
1989
2000
1987
2010
2016

Brownian rachet model and power stroke model 2004

microtubule-plus-end-tracking protein
BLAST

fura-2, quin-2

FLAG tag

5-lipoxygenase activating protein
flanking sequence

prion

flippase

Fringe

Fringe effect

fluorometric C7/C9 analysis
Flexizyme

pleckstrin homology domain
presenilin

FLET

presequence receptor
brefeldin A

brefeldin A

pro-EGFR ligand

flow cytometry
programmed-cell-death
processivity

protamine

proteasome

proteaphagy

protein C

protein S

protein kinase Aurora
protein kinesis
protein signature
protein chip
Proteome
proteostasis

25

2007
1998
1989
2000
1990
1988
2022
1995
1996
1999
2015
1998
2010
1995
1997
2003
2008
1991
1993
2019
1988
1994
2010
2013
1996
2013
2020
2020
1988
1988
2005
2003
2004
2002
1998
2014

82(03)
92(03)
90(05)
78(12)
89(03)
72(05)
87(03)
63(03)
68(11)
63(12)
80(03)
61(08)
72(07)
59(04)
82(05)
88(06)

76(01)

79(01)
70(09)
61(06)
72(06)
62(08)
60(10)
94.(06)
67(10)
68(08)
71(07)
87(06)
70(12)
82(07)
67(11)
69 (06)
75(01)
80(10)
63 (04)
65(01)
91(02)
60(03)
66(10)
82(04)
85(07)
68(10)
85(12)
92(06)
92(01)
60(07)
60(07)
77(01)
75(06)
76(10)
74(07)
70(09)
86(02)

250
468
738
1175
477
396
399
223
1729
2000
244
716
526
255
428
797

67

64
1198
501
475
1061
1191
929
1249
1475
551
795
1413
657
1312
439
67
978
301
57
281
245
1350
336
590
1637
1114
860
136
573
573
63
533
1363
538
1198
292



TarFIsA
TaTFFIZA (FaFrt—24)
A= L]

A= R AR NV ) %P S
7a b Vgt as A7 7 ¥ —¥
7u) =,/ 7uy Yl
7 1 R BRAR AL R R PC2-7
s busif

DAL

I S E)

orf WA
DY TA YT

VI RIV/E 3

VIS
GTRNEY 2l —vay
GfE—5 —

SRR

TWNR T F —

~NA Ty 7R
Helicobacter pylori

N—=2 2 (beige) HillL
BACE

p-COP

pr Ly —+¥

I EAVE

p-TL—H—X

N7k

ANT FRRXAL Y

PEST FiC%]

PEST ALY

PET

ANTRI7 ATV

A28 VAR BGE RREE I R T
RTZFFIN-T) T F—E
RTIF R IN-T) I F—E
RTFFITA
NTF R RIERE
RTIFRNIFIATFTY)—
RT7FFYY

peri-junctional actomyosin ring (PJAR)
AN w7 RS

ANy 7 AN ROV

AN) Y TR V=T~ v X (HLH)

P RCAVSIRS

~1)) v

N T

NNVFEF v

NHFE
RYVT7PFIUITEAFY VA9
RyYbF7Fv v
HAARE R T
HhisE R DO BLIA)
R—3 v T2HEk
RYvaFnvra—=rv7r
Post-Albers A

proteomics

proteomics (proteome)

proton motive force

quantum mechanical hydrogen tunneling

proline rule

proprotein convertase PC2-7
transdifferentiation

differentiation inducing factor, DIF
branch migration

intermolecular complementation: iMOC
molecular crowding

molecular hydrogen

molecular dynamics

molecular dynamics simulation
molecular motors

segmentation clock

secretory vector

Hayflick limit

Helicobacter pylori

beta-site APP-cleaving enzyme
beta-COP

[f-secretase

beta-protein

p-breakers

PEGylation

hectodomain

PEST sequence

PEST sequence

positron emission tomography
heterochromatin

2002
2001
1990
2009
2007
2000
1993
2002
1987
2013
2017
2015
2015
1987
2013
2013
2021
1989
2019
1994
2016
2000
1993
2000
1992
1999
1995
1997
1997
2022
1996
2011

heparin-binding EGF-like growth factor, HB-EGF2008

PNGase

peptidomics

peptide immunotherapy

peptide library

PYY

peri-junctional actomyosin ring (PJAR)
helix 8

helix bundle structure

helix-loop-helix type transcription factors
perilipin

The canal of Hering

peroxin

Verotoxin

Pemohaxin/annexin A9

pentraxin

decay-accelerating factor, DAF

spindle orientation

homing receptor

positional cloning
Post-Albers scheme
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2009
2016
2010
1998
1998
1991
2013
2014
2016

1995

2004
2012
2016
1997
2005
1993
1987
2022
1988
1997
2019

74(07)
73(10)
62(03)
81(11)
79(06)
72(10)
65(11)
74(09)
59(10)
85(11)
89(02)
87(01)
87(03)
59(05)
85(08)
85(05)
93(04)
61(10)
91(01)
66(05)
88(03)
72(04)
65(06)
72(06)
64(05)
71(09)
67(05)
69(03)
69(07)
94(02)
68(01)
83(11)
80(06)
81(09)
88(04)
82(11)
70(06)
70(01)
63(04)
85(11)
86(02)
88(05)

67(08)

76(06)
83(08)
88(01)
69(02)
77(02)
65(06)
59(05)
94(03)
60(01)
69(10)
91(04)

538
1262
221
1014
611
1230
1439
1148
1204
1039
310
149
399
315
704
372
577
1303
125
457
426
284
482
475
351
1171
386
197
1003
306
48
1069
584
827
538
1069
476
49
301
1039
292
676

1056

588
716
145
127
124
482
315
454
51
1209
577



KAT7H v
RAT7FIINA )Y b—=)v4) VEES-
¥ —¥
RATZ7FINVITNVAYR
RAFRFOL vV

& v TR

HOPS A& 1R
RV X ARHHE
podocalyxin

RRAYFY

KTV

RETF=v
RETF=v
REVAFA U
REQYV—ru—= v
AVY-ADP-Y K—ZAKY x5 —F
AV a— NS
Ky a— 2

RY LT IVER

R T4 AR R
RYVKATHA4 ) VFF
BV RIVE VB

R E—FIVZHEL
Ry v

phosphacan

PIPSK, Phosphatidylinositol 4-phosphate
5-kinase

phosphatidylglucosid

phosphotyrosine

botulinus toxin

podocalyxin
podocin

Homocysteine, Hey

homology cloning
poly-ADP-ribose polymerase
polycomb group of genes: PcG
Polycomb group: PcG

polysialic acid

Holliday junction-resolving enzyme
polyphosphoinositide
polyhormonal cells

polymodal receptor

porin
NI vault
FIVINXRTF R formyl peptide
PolofkF F+—+¥ Polo-like kinase, Plk
AoffdF—¥1 polo-like kinase 1 : PLK1
RS translation arrest
~g
<A 707 LA microarray
~A a4 sV rav microinjection
~Aruxryy microexon
A rsua¥7rI54 b microsatellite
<A r7aYAFY microcystin
<A rany—=r 7l
<A VA
<~ hMFFTT maitotoxin
<A N7 T— mitophagy
oL I A
2 B D At
@A — 7 7 T —
537 388 4% 1 L ) stop-transfer sequence
s Mathod for AssiGnment with Intelligent
MAGICAL Combinatorial Amino acid Labeling
AT VA MassARRAY
A MINT T mastoparan
< AE maspin
Max Max
MUC1 &AF ¥ MUCI mucin
MAP-2 MAP-2

TNFRTF FEREE

< NVFR—5 =i

MALDI/TOF MS

<7 7 VREEEE (74 7)) VRIBAE)

multipeptide synthesizer
multipolar cell
MALDI/TOF MS
marfan syndromes
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2004
2009

2004
1990
2012
2014
1988
2013
2017
2008
2013
2013
2011
1995
1996
2000
2015
2004
2013
1987
2015
1998
1990
2010
2018
2008
2022
2019

1999
1989
2022
1992
1992
2018
2013
1992
2014
2016
1997
2019
1991

2007

2001
1990
1998
1993
1994
1989
1992
2014
1995
1995

76(09)
81(08)

76(02)
62(12)
84(02)
86(03)
60(05)
85(02)
89(03)
80(01)
85(02)
85(04)
83(04)
67(09)
68(01)
72(07)
87(04)
76(03)
85(11)
59(11)
87(06)
70(01)
62(12)
82(11)
90(04)
80(03)
94(03)
91(03)

71(04)
61(02)
94.(06)
64(07)
64(12)
90(04)
85(12)
64 (04)
86(05)
88(06)
69(05)
91(05)
63(04)

79(03)

73(12)
62(06)
70(06)
65(04)
66(09)
61(10)
64(07)
86(06)
67(09)
67(11)

1232
730

124
1515
143
415
395
114
477
55
114
287
339
1167
48
526
489
281
1039
1278
795
49
1515
1069
544
244
454
432

254
145
930
537
1450
544
1114
279
703
796
349
725
301

299

1410
483
476
307

1266

1303
537
817

1167

1312
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3270277 (microglia, /IMERMINE)
BWLAHRTZ zOE

I b ¥ K 7 DNA ORM S

I hay )7 T VERZEAR Tom20

Jil ]

A M VAL

Milk Fat Globule-EGF factor 8 (MFG-ES8)
MRy X T LA

LT INYXRTF K
AHF % VR

MAGE (A4 Y) #ZT 773
AH ) —

A v

ATV

PR LN Y

b0 N N B < SN 40| N
X5 R v 7 IEER

X F AT — A

Ay KR —2A

ATT T

[

mannose trimming
MPR: mannose 6-phosphate receptor

microautophagy
microglia
trail pheromone

major intrinsic protein

minichromosome

minisatellite

u-opioid receptor

miraculin

N-myristoylation

Milk Fat Globule-EGF factor 8 (MFG-E8)

muramyl dipeptide
megachannel

MAGE gene family
mechanosensor

megalin

megsin

metagenomics

metabotropic glutamate receptor
metabolic syndrome
metabolome

medullasin

xAyararA+—¥/714 XA T 27 ¥ metalloproteinase/disintegrin

AFFZ =V ERX NI VFY
AF ) VigPEE S T R o BRI

AF VAL (X 74 = CAREITRK T 2

¥ XTI D)

A MY ¥

TIES F 7 A

izl
ETFTATAIAITA

E ) AKRAKEE
ENT Y - FUuba—)
ENVT v - Fava—)VIREE
ENVTFT A a—
ENVT ATV
ENTF) )T TR

met-turn and metzincin
methicillin-resistant Staphylococcus aureus,
MRSA

meltrin

immunological synapse
Immunosenescence
modificomics

molten globule
molten globule state
moltenglobule
morphogen
morpholino antisense

g

YAC X7 ¥ — YAC vector

2 eV A I pharmacological chaperon
2—A YT ANE

UL2 iz upper layer 2 cell
FHEMEET IV induced fit model

i 328 /N, transport vesicle

IEFTF UG RAL Y
IEFF ) -
BERRARATE RNA X F VALREHR
IR

ubiquitin-binding domain

ubiquitin ligase

Folic acid-dependent RN A methyltransferase
lamellipodia
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1998
2009
2021
2019
2011
1988
2013
2012
1997
1988
1989
1997
1987
1995
2005
2013
1989
1999
2008
2004
2002
2005
2007
1992
2005
2004
2008
1988
2000
1995

1989

2016

2000
2002
2012
2003
2000
1997
1997
1991
1997
2011

1990
2014
2014
2014
2012
1992
2016
2001
2009
2001

70(06)
81(01)
93(01)
91(05)
83(05)
60(09)
85(07)
84(01)
69(11)
60(09)
61(11)
69(04)
59(10)
67(02)
77(12)
85(06)
61(02)
71(07)
80(11)
76(05)
74(10)
77(05)
79(09)
64(10)
77(04)
76(10)
80(11)
60(01)
72(03)
67(04)

60(11)

88(05)

72(03)
74(04)
84(03)
75(02)
72(04)
69(05)
69(01)
63(07)
69(01)
83(01)

62(11)
86(02)
86(03)
86(06)
84(01)
64(01)
88(03)
73(03)
81(05)
73(12)

476
51
173
725
423
1070
590
61
1294
1070
1399
265
1204
152
1529
489
145
551
1058
440
1289
448
896
1280
363
1363
1058
51
207
324

1307

676

207
334
225
108
284
349

66
543

66

60

1422
292
415
817
61
57
426
213
413

1410



AR a R

four-base codon

WVHaZ 55— type IV collagenase

438 1) R — AHBIEIK 43S preinitiation complex: 43S PIC
sE

Large Maf 7 7 3 V) — large Maf family

TG VATF Y lactacystin

LAK A lymphokine-activated killer cell

T VIV SAMEEH radical SAM enzyme

RACKs receptors for activated C-kinase
RaPID ¥ AT A Random Peptide Integrated Discovery system
Ty — Raptor

raft JEIRE~ A 70 FA AL ) raft

Raftlin lipid raft linker

IV laminin

7V lamin

TLY « T— T 7= lambda foo phage

F v AmliE Lands’ cycle

FUFEXT VI A lantibiotics
FRAES L PPAL A

LAMP lysosome-associated membrane proteins
V7 V%4 APCR real-time PCR

V=1 Reelin

ligase chain reaction

VYA 2) T FY—2A
VINWVLY RRTSFF—F
)Y VR X F VAR
VYERAT 7 FINAY VT VIVEEREEE,
Acyl-CoA

VIKRAT 7 FINVALE =V
YYRAT 7 F VNt ¥
VYRR T 7 FV U

Lipin

V¥ b—=5-1 Vg

Riplet (Ring finger protein leading to RIG-I
activation)

VARAY ¥

URFT ¥

YRIANVF

V) ARFA L

VR —LT4 AT VA

VARV — DALY Vo8 B
VARV =L Ta774) 7
VRV — LY

) REHEREE 7 VX0 B
YRR

URMPFT >

VRX 7 L7 —EP

YRAY FT—7
URT+1) >

VRIAF
YR7TTA4 YV (a)

VARKRY ¥

IF

LIM¥+—%

ligase chain reaction

recycling endosomes
lysylendopeptidase

lysine-specific demethylase 1: LSD1

lysophosphatidylcholine acyltransferase

Lysophosphatidylthreonine, LPT
lysophosphatidylserine; lysoPS
lysophosphatidic acid, radyl-sn-glycerol-3-
phosphate, LPA

ribitol 5-phosphate

lipocalin

lipoxin

lipocortin

ribozyme
ribosome-display
ribosome-inactivating protein
ribosome profiling
ribosomopathy

LPS binding protein
ribotoxin

ribotoxin

Rnase P
lipo-network
lipophorin
lipofuscin
lipoprotein (a)
ribophorin

Limitin

LIM kinase
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2007
1991
2018

2007
1996
1990
2016
1998
2010
2003
2001
2012
2010
1991
1998
2011
1992
2015
1994
2002
2010
1994
2012
1989
2016

2008

2011
2009

2011

2010
2017

2012

2007
1987
1987
1991
2002
1995
2022
2013
1993
1997
2007
2010
2004
1991
1989
1994
1988
2002
2002

79(03)
63(11)
90(05)

299
1355
738

79(11)
68(10)
62(09)
88(06)
70(10)
82(07)
75(04)
73(04)
84(11)
82(06)
63(09)
70(02)
83(10)
64(06)
87(05)
66(01)
74(10)
82(10)
66(02)
84(10)
61(04)
88(01)

1077
1637
1181
797
1289
657
323
283
963
551
1134
123
980
441
643
84
1289
989
163
880
304

145
80(04) 356

83(06)
81(08)

562

730
83(11) 1068

159
132

82(02)
89(01)

84(10) 880

79(05)
59(06)
59(04)
63(03)
74(04)
67(12)
94.(06)
85(10)
65(03)
69 (04)
78(03)
82(04)
76(06)
63(05)
61(01) 39
66(06) 542
60(10) 1191
74(12) 1452
74(11) 1372

470
381
255
223
334
1410
929
944
194
265
299
336
588
374



Atk 3%

wf Ry b
RING/HECT hybrid
RING KX A ~
VLT O T A — A ERT
)V IRE SRR
VURE T vok—E
Y N ER A

Y UNRERER—I VT
VYRETT

V— A8y F ik

bR

Wwr g v

leucine-rich repeat kinase 2 (LRRK2)
Rubisco 7 7 F /83—
|[FZ A A

Reg¥ v /37 &
Lectin-IGOT-LC/MS 7%
L7 F vk
LorFr=A4 a7l A
LESTR/fusin (CXCR4)
LANTZ ha—
LAY TV —2A
LV v

LF )4 b—=2av
LF4Faah ey
Ly 27 R
Lha b7 VARV
Lhav—

L5

| A A 22 N

replication foci targeting sequence (RFTS) FHi%

L7y —A

LAFY LTS —

rel 2SA BB T
afabFr

oA 3 b B4ZEE
043 b)) Ty DA
oAy rYyN—

= B 7 A
ALY 7 b F—
LA L 58

Rho

Rho-F F —F¥

rocaglate

(6-4) SLREW
R RN i)

long noncoding RNA

Hydrogen sulfide, H,S
quantum dot

RING domain

phosphorylated proteome analysis

phospholipid receptor
phospholipid flippase
lymphangiogenesis
lymphocyte homing
lymphotactin
loose-patch-clamp method
Sinusoid

Lutheran glycoprotein: Lu

Rubisco activase
leczyme

Reg protein
Lectin-IGOT-LC/MS method
lectin pathway

lectin microarray
LESTR/fusin (CXCR4)
resveratrol

respirasome

Resolvin

retinoylation
reticulocalbin

Redox

retromer
leptin
leptin receptor

replisome

remnant receptor
rel-oncogene

leukotoxin

leukotoriene B4 receptor
leukotoriene D4 receptor
leucine-zipper
royalactin

2011
2003
2015
2010
2002
2007
2021
2008
2016
2000
2019
2012
2016
2016
2021
1999
1994
2014
1995
2017
1997
2021
2007
2006
2005
1993
1996
2010
2009
2001
2001
2015
1989
1989
1993
1987
1989
1989
1990
2012

senescence-associated f-galactosidase: SA-f-Gal 2019

senolytic drug
Rho
Rho-kinase

pyrimidine (6-4) pyrimidone photoproduct

follicular dendritic cell
IncRNA

7 — 7 — 45k

YRNA

Y77 3IU—DNAKY XF—¥
WASP 7 7 3 1) —

Y family DNA polymerase
WASP family
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2019
1999
1999
2018
1991
2012
2022

2012
2022
2006
2003

83(04)
75(11)
87(01)
82(12)
74(07)
79(12)
93(06)
80(05)
88(02)
72(07)
91(02)
84(08)
88(02)
88(04)
93(05)
71(05)
66(12)
86(04)
67(10)
89(03)
69(09)
93(01)
79(05)
78(07)
77(06)
65(11)
68(12)
82(03)
81(02)
73(07)
73(07)
87(03)
61(01)
61(05)
65(06)
59(03)
61(11)
61(11)
62(10)
84(12)
91(01)
91(01)
71(01)
71(01)
90(05)
63(11)
84(05)
94(03)

84(06)
94(05)
78(09)
75(01)

339
1438
149
1159
538
1162
886
447
271
526
281
716
271
538
774
359
1539
538
1249
477
1119
173
470
683
563
1439
1835
250
125
536
536
399
39
434
482
183
1399
1399
1296
1031
125
125
16
16
738
1355
376
454

493
777
899
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