[locTTpaHCNALUMOHHAA
MoandonkaLmns
benkoB. CurHanbHble Kackaabl.



UacTtoTa
BCTPEYaEMOCTH

Glycosylation \

D E:é“(
\ Methylation

Phosphorylation
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108222 Phosphorylation
104966 N-linked glycosylation
33291 Acetylation

10295 Methylation

6069 Palmitoylation

5548 Amidation

4808 Citrullination

4104 O-linked glycosylation
3842 Sulfation

3259 Hydroxylation

2983 Ubiquitylation

2062 S-diacylglycerol cysteine
1616 Pyrrolidone Carboxylic Acid
1508 Myristoylation

1344 Sumoylation

1257 Gamma-Carboxyglutamic Acid
1098 Geranyl-geranylation

1012 GPI anchoring

477 S-nitrosylation

440 Deamidation

384 Farnesylation

325 ADP-ribosylation

305 Nitration

259 C-linked glycosylation

186 FAD

182 Formylation

87 Bromination

20068 Others

299929 Total Characterized

319997

Total Processed
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docoperynmpoBaHue

« KuHa3sbl - hocdopunmpoaHue 6enkos &P
Phosphﬁ@e

» docaTasbl - fedochopunmpoBaHme

Perynauusa nytem goocdopunmpoBaHms npeanonaraet MUsSMeHeHne akTUMBHOCTH
berka.

CocTosiHne: ©enok doocopunnnpoBaH - “akTmBeH”,

benok gedocdopunnpoBaH — “HeakTUBEH"

dochopunnnpoBaHme MOXET BECTU KaK K MHIMBMpoBaHUIO PyHKLMK Berika, Tak U K
ero akTmeauum

CocTosiHne: ©enok doocopunnnpoBaH - “akTmBeH”,
benok gedocdopunnpoBaH — “HeakTUBEH"



abbreviation

family

examples

~'S/T Kkinase -

domain architecture

(P) (P)
HM

o 0
P25 — S/Tkinase 1 HM

CAMK | Calcium Calmodulin Kinase | CaMK1

CMGC @ Cyclin-dependent, MAPK, @ ERK1

GSK, CDK-like kinases
CDC2/CDK1

TGFB-RI

TKL tyrosine kinase-like

B-Raf
IRAK4

atypical

mTOR/FRAP

TK tyrosine kinase EGFR
domain architecture INSR
of representative
members of the Src
protein kinase family FAK

= S/T'KINase = :

="DD™ SR GEEERF 460 aa

—PB1

(p)__ (P)
7R S/T-kinase :HM

LR — ORI A AR 766 aa

(P)
SIT Kinase :

1210 aa

724-1343 aa

i 1052 aa

caution; learning this figure by heart may cause serious brain damage
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Protein Acetylation

Signaling Pathways
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glucosidase |

. Golgi 2UDP-O
) Golgi N-acetylglucc manno- 3UDP-O
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high-mannose Endo H-| | [Endo H- complex
oligosaccharide sensitive| | |resistant oligosaccharide
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KEY:
O = N-acetylglucosamine (GIcNAc)

@ = mannose (Man)
© = glucose (Glc)

O = galactose (Gal)

‘_)= N-acetylneuraminic acid
(sialic acid, or NANA)

Figure 13-26 part 1 of 2. Molecular Biology of the Cell, 4th Edition.
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GLYCOFORMS Glycoprotein biosynthesis in cells (center) generates
mixtures of glycosylated proteins (glycoforms) on cell surfaces (right). The
heterogeneity of such glycoforms is one factor that dramatically
complicates proteomics, as compared with genomics.
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