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Halobacterium sp. NRC-1 (2,571,010 bp)

Ng et al. PNAS 97:12176, 2000




Halobacterium sp. NRC-1

« Genome size: 2.57 Mbp

o 2,630 putative protein coding genes
— 1,067 named function genes
— 591 conserved hypothetical genes

— 1,024 hypothetical genes

Ng. et.al. (2000) PNAS. 97, 12176
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Nomenclature of fragmented PEPTIDE IONS

S-P-A-F-D-S-I-M-A-E-T-L-K
(MH+ 1410.6)

S PAFDSIMAETLK
SP AFDSIMAETLK
SPA FDSIMAETLK
SPAF DSIMAETLK
SPAFD SIMAETLK
SPAFDS IMAETLK
SPAFDSI MAETLK
SPAFDSIM AETLK
SPAFDSIMA ETLK
SPAFDSIMAE TLK
SPAFDSIMAET LK
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Halobacterium sp. NRC-1 Proteome analysis -
% identified proteins containing TMHMM predicted
membrane spanning regions

Soluble Membrane
232 165

(64 unk) (65 unk)

Total: 426

Goo et al., Mol. Cell Proteomics, 2003



Metabolic Reconstruction

Purine metabolism

WG4 140
WNGDAF0
VNG32G

VNG L0016
WG R5G
WG] 600G
WG 3050
VNG 16440
WM T240
WNGR3 a0

Purtl; phosphonbosylaminoimidazole-spccinocarboxamide
formy liransferase

Apt; adening phosphoribosyltransferase

Purk; phosphonbosylaminoimidazole carboxvlase ATP
binding subunit

Guald: inosine monophosphate dehydrogenase

PurA; adenvlosuccinate svnthase

MNdk: nucleoside diphosphate kinase

Purly; phosphonbosylzlveinamide svnthetase

NrdB2; nbonucleoside reductase larze chain

Adk; adenvlate kinase

A, carbamate kinase

Pvrimidine
metabolism

WG4 RG

WINGHEDSC(
WG 1600
WG 16440
WMGIELLG
WG L8300
WMG2 118G
WMNG2507G
WNGHIN
WNGHILG

PvrEl; orotate phosphonbosy] transferse

Udp2: undine phosphorvlase

Ndk; nucleoside diphosphate kinase

NrdB2; nbonucleoside reductase large chain

|CarB; carbamaoyl-phosphate synthase large subunit
Pyr(i; CTP synthase

PwrE2: orotate phosphorbosyl transferase

Pyl dibvdroorotate debvdrogenase

PyrB; asparnate carbamov]transferase catalyvtic subunit
Pyrl; aspartate carbamovltransferase regulatory chan

Crlutamate
metabolism

VNGRIA1G

YNGR
WG 25
WMGIR14G
WG 20930
WNGR3 a0

GdhB: glutamate dehvdrogenase

GdhAd, glutamate dehydrogenase
AspB2; aspartate aminotransferse
|CarB; carbamoyl-phosphate syvnthase large subunil

GlnA; glutamime syathetase

A, carbamate kinase
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Relative abundance of identified proteins

B Amino acid metabolism Nucleotide metabolism
M Cofactor metabolism Ed Energy metabolism

Cell envelope components L Transport _ o
Cellular processes B3 DNA replication, repair & recombination
Transcription Regulation

L] Translation _ E] Miscellaneous

B Conserved Hypothetical B Hypothetical 888 proteins
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Purine metabolism pathway (NRC-1)

PURINE METABOLISM I
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Purine metabolic pathway (NRC-1)
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Network analysis of Amino
Acid Metabolisms AND
Citrate Cycle
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Mass Spectrometry
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