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ABSTRACT The GCN2 protein of Saccharomyces cerevi-
siae stimulates the expression of amino acid biosynthetic genes
under conditions of amino acid starvation by derepressing
GCN4, a transcriptional activator of these genes. GCN2 con-
tains sequences homologous to the catalytic domain of protein
kinases. We show here that substitution of a highly conserved
lysine in the presumed ATP-binding site of this domain impairs
the derepression of histidine biosynthetic genes under GCN4
control. This result supports the idea that protein kinase
activity is required for GCN2 positive regulatory function.
Determination of the nucleotide sequence of the entire GCN2
complementation unit, and measurement of the molecular
weight of GCN2 protein expressed in vivo, indicate that GCN2
is a Mr 180,000 protein and contains a Mr 60,000 segment
homologous to histidyl-tRNA synthetases (HisRSs) juxtaposed
to the protein kinase domain. Several two-codon insertion
mutations in the HisRS-related coding sequences inactivate
GCN2 regulatory function. Based on these results, we propose
that the GCN2 HisRS domain responds to the presence of
uncharged tRNA by activating the adjacent protein kinase
moiety, thus providing a means of coupling GCN2-mediated
derepression of GCN4 expression to the availability of amino
acids.

Protein phosphorylation is an important posttranslational
modification involved in regulating many cellular processes,
including signal transduction, growth control, carbon catab-
olite repression, and protein synthesis (1, 2). Protein kinases
are often regulated by ligands that bind to regulatory domains
or subunits to enhance or inhibit catalytic activity. Examples
of this phenomenon are cyclic nucleotide-regulated protein
kinases, diacylglycerol activation of protein kinase C, and
calmodulin-mediated calcium regulation of phosphorylase
kinase and myosin light-chain kinase.
A protein kinase has been implicated in the general amino

acid control of the yeast Saccharomyces cerevisiae (3). In this
system, starvation for any one of at least 10 amino acids, or a
defective aminoacyl-tRNA synthetase, leads to increased
transcription of 30 or more genes encoding amino acid bio-
synthetic enzymes in nine different pathways (reviewed in ref.
4). The transcriptional activator GCN4 directly mediates this
derepression response. Expression ofGCN4 itself is regulated
by amino acid availability, but at the level of translation
initiation. Trans-acting positive factors encoded by GCNJ,
GCN2, and GCN3 are required to stimulate translation of
GCN4 mRNA in response to starvation, presumably by an-
tagonism of negative-acting GCD factors (4). A portion of the
predicted amino acid sequence ofGCN2 is homologous to the
catalytic domain of eukaryotic protein kinases and evidence

was presented that GCN2 either encodes or regulates a protein
that has kinase activity in vitro (3).

In this report we show that a highly conserved lysine in the
presumptive ATP-binding site of the GCN2 kinase domain is
required for derepression of genes under the general control,
supporting the idea that GCN2 kinase activity is required for
its role as an activator of gene expression. In addition,
reexamination of the entire GCN2 nucleotide sequence indi-
cates that the carboxyl-terminal region of GCN2 is closely
related to histidyl-tRNA synthetases (HisRSs) from S. cere-
visiae, humans, and Escherichia coli. The juxtaposition of
sequences homologous to HisRS with the catalytic domain of
protein kinases raises the possibility that the HisRS portion
of GCN2 monitors the concentration of aminoacyl-tRNA in
the cell and activates the adjacent protein kinase moiety
when uncharged tRNA accumulates.

MATERIALS AND METHODS
Plasmid pC102-2 (5) contains GCN2 on a 7.0-kilobase (kb)
Sau3AI fragment in the BamHI site of YCp5O. The complete
nucleotide sequence ofGCN2 was determined by the dideoxy
chain-termination method (6). Regions where discrepancies
exist between our sequence and that reported previously (3),
and the entire region downstream from +4261 not heretofore
analyzed, were sequenced multiple times on both strands.
Oligonucleotide-directed mutations were generated as de-
scribed (7, 8) and verified by DNA sequence analysis of the
restriction fragments that were subcloned into pC102-2. To
construct insertions of the kanamycin-resistance gene (kanr)
in GCN2, the oligonucleotide 5'-CGAGCT-3' was ligated to
a 1.3-kb Sac I fragment containing kanr isolated from plasmid
pUC4-KISS (Pharmacia). This fragment was ligated to
pC102-2 DNA linearized by partial digestion with Taq 1 (9).
To obtain two-codon insertions, kanr insertion plasmids were
digested with Sac I and religated, leaving a Sac I site between
the cytosine and guanine nucleotides of each original Taq I
site. Plasmids were transformed into yeast strain H1149
(MATa ura3-52 inol leu2-3 leu2-112 gcn2::LEU2 HIS4-
lacZ) by the lithium acetate method (10). The HIS4-lacZ
fusion was described previously (11); gcn2::LEU2 contains
a 2.8-kb LEU2 fragment in place of the GCN2 sequences
located between the +63 EcoRI site and the +3284 HindIII
site (Fig. 1).
A trpE-GCN2 fusion was constructed by inserting the

1524-base-pair (bp) HindIII GCN2 restriction fragment from
the middle of GCN2 (Fig. 1) into the HindIII site in plasmid
pATH2 (12). The insoluble trpE-GCN2 fusion protein was
purified from E. coli (12) and used for antiserum production in
rabbits. GCN2 was immunoprecipitated from extracts made

Abbreviations: HisRS, histidyl-tRNA synthetase; 3-AT, 3-amino-
triazole.
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from transformants of strains H1149 and H1153 (MATa ura3-
52 leu2-3 leu2-112 HIS4-lacZ). Five-milliliter cultures of each
strain were grown in repressing conditions for 6 hr (13), pulsed
for 20 min with 300 gCi of [35S]methionine (specific activity,
1300 Ci/mmol; 1 Ci = 37 GBq), and chased for 10 min with
unlabeled methionine at 1 mM. Preparation of extracts and
immunoprecipitations were performed as described (14).

RESULTS
Characterization of the GCN2 Gene and Its Protein Product.

An interesting feature of the previously reported nucleotide
sequence of GCN2 is a long 3'-untranslated region that is
required for GCN2 function (3). We further investigated the
importance of this region by introducing insertions and
deletions into a plasmid-borne copy of GCN2 and testing the
effects of these mutations on genetic complementation of a

chromosomal gcn2::LEU2 deletion. Two different kinds of
sequences were inserted at random into various Taq I sites in
the GCN2 region: a bacterial kanamycin-resistance gene
(kanr) or the 6 bp (two codons) that constitutes a Sac I
restriction site. GCN2 function was assayed in transformants
containing the mutant plasmids by measuring resistance to
3-aminotriazole (3-AT), a competitive inhibitor of the HIS3
product that induces histidine starvation. (gcn2:: LEU2
strains are defective for HIS3 derepression under starvation
conditions and hence exhibit increased 3-AT sensitivity com-
pared to wild-type strains.) The results (Fig. 1) showed that
the GCN2 complementation unit extends =1.7 kb down-
stream from the previously reported stop codon (3). Although
sequences downstream from the 3'-proximal Bgl II site are
not needed for complementation activity, they are required
for expression of GCN2 mRNA of the correct size (data not
shown), suggesting that the 3' end of GCN2 mRNA maps
downstream from this Bgl II site. Our complementation data
are consistent with the position of the 5' end of the GCN2
transcript (+1 in Fig. 1) reported by Roussou et al. (3).
The nucleotide sequence of the GCN2 gene was reexam-

ined and extended to include the entire complementation unit
(Fig. 2). Our data indicate that the GCN2 open reading frame
is coextensive with the genetic complementation unit, ter-
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FIG. 1. Functional map of GCN2. The open box designates the
GCN2 protein-coding sequence oriented 5' -* 3', with domains

homologous to protein kinases and HisRSs indicated below. The + 1
marks the 5' end of GCN2 mRNA (3). Arrows mark the sites of
insertion mutations; "+" and "-" indicate complementing activity of
kanr (top row) and codon (bottom row) insertion alleles; "+" indicates
wild-type growth 3 days after replica-printing to medium containing 30
mM 3-AT (15); "-" indicates poor growth under the same conditions.
Positions ofcodon insertions are given in parentheses. Sac I insertions
1092, 1177, and 1587 introduce Glu-Leu codons; 255, 469, and 941
introduce Ala-Arg codons; 360, 437, 503, 677, 871, 930, 1329, 1332,
1467, and 1502 introduce Ser-Ser codons. The extent of noncomple-
menting in-frame, deletions constructed from pairs of Sac I insertion
mutations is shown by bars at the bottom of the figure. From left to
right, the codons removed by the deletions are 360-436, 437-502,
1092-1176, 1332-1466, and 1467-1501. Letter designations for restric-
tion sites: B, BamHI; E, EcoRI; G, Bgl II; H, HindIII.

minating just upstream from the 3'-proximal Bgl II site (Fig.
1). The deduced GCN2 protein sequence (Fig. 2) is 1590
amino acids in length and has a Mr of 182,000, a value greater
by 64,000 than that suggested previously (3).
We used antibodies to measure the size ofthe GCN2 protein

expressed in vivo. Rabbit antiserum was raised against a
trpE-GCN2 fusion polypeptide and used to immunoprecipitate
radiolabeled proteins extracted from yeast transformants con-
taining single or high copy-number plasmids bearing GCN2.
The results in Fig. 3 show that a protein with Mr of ':180,000
was detected in strains containing one copy of GCN2, absent
from the gcn2::LEU2 deletion strain, and present in larger
amounts in a strain transformed with a high copy-number
plasmid containing GCN2. These data indicate that GCN2
protein has a molecular weight in good agreement with the
value predicted from our nucleotide sequence.
The GCN2 Protein Kinase Domain. The GCN2 protein

sequence between residues 530 and 910 has significant homol-
ogy with the catalytic domain of protein kinases (3). Hanks et
al. (2) recently identified 11 conserved subdomains shared
among 65 protein kinases, including 15 nearly invariant amino
acids plus 18 conserved residues of similar chemical structure.
All 33 ofthese highly conserved residues are present in GCN2
(Fig. 2). One of the best characterized regions in the kinase
catalytic domain is the ATP-binding site, including the se-
quence Gly-Xaa-Gly-Xaa-Xaa-Gly-Xaa-Val followed 13-18
residues downstream by Ala-Xaa-Lys. The lysine residue is
thought to be directly involved in the phosphotransfer reac-
tion, and amino acid substitutions at this position invariably
abolish kinase activity (1, 2). According to the sequence
alignments ofHanks et al. (2), this important residue in GCN2
is expected to be Lys-559 (Fig. 2). We altered the coding
sequence of GCN2 by site-directed mutagenesis to replace
Lys-559 with a valine or arginine residue. A third mutation was
constructed to replace the adjacent Lys-560 with a valine
residue. The ability of the resulting substitution alleles to
complement gcn2:: LEU2 for its failure to derepress HIS3 and
HIS4 expression was determined as described in Table 1. The
Val-559 substitution almost completely abolished GCN2-
mediated derepression of these HIS genes under starvation
conditions. Even in the strain containing the conservative
Arg-559 substitution, derepression was impaired, whether the
gcn2-KSS9R allele was present on a single-copy (Table 1) or
multicopy plasmid (unpublished observations). By contrast,
the Val-560 substitution of the adjacent nonconserved lysine
residue had no effect on derepression. These results support
the idea that protein kinase activity is required for the positive
regulatory function of GCN2.
The GCN2 HisRS Domain. Comparison of the GCN2 amino

acid sequence with the GenBank sequence data base (16)
revealed that the carboxyl-terminal region of GCN2 (codons
920-1450) is closely related to HisRS from S. cerevisiae (17).
As illustrated in Fig. 4, GCN2 and the cytoplasmic form of
yeast HisRS are 22% identical over the entire length of
HisRS. A statistical analysis aimed at determining the prob-
ability that two random sequences of the same amino acid
composition would show this degree ofsequence identity (21)
indicated that the similarity between GCN2 and yeast HisRS
has a significance level of 16 standard deviation units above
the mean. The carboxyl terminus of GCN2 also shows
similarity to the sequences ofHisRS from humans and E. coli
(19, 20), with regions of strong similarity (e.g., codons 982-
1032, 1069-1095, and 1251-1270) interspersed with regions of
considerable divergence. The three HisRSs are identical at 61
positions (17%) and of these, 23 positions are shared by
GCN2 (Figs. 2 and 4).
Two Sac I insertions that abolish GCN2 function map in

the HisRS-related domain (1092 and 1177, Fig. 1), suggesting
the importance of this region for GCN2 positive regulatory
function. In particular, the 1092 mutation inserts Glu-Leu in
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27 EcoR!
MTCTTCTATAACATTACATTTTGCG

25
ATGACCCCAATGTATCCTTATACCGCTCCACAAATAGAATTCAAAAMTGTACAAAATGTAATGGATAGTCAATTG
MetThrProMetTyrProTyrThrAlaProGlul leGluPheLysAsn aLGlrnsnVatlMetAsp~erGlnLeu
102 50
CAAATGCTGAAAAGTGAATTTAAGAATCCACAACACCTCCCGAGGCCAAGAGATTATATTTGAAATTACATCT
GLnNetLeuLysSerGtuPheLysLysI LeNisAsnThrSerArgGlyGlnGlul leLPheGluI leThrSer
177 75
TTTACTCAAGAAAAACTGGACGAATTTCAAAATGTGGTAAATACACAGTCCTTGGAAGATGATCGATTACAAAGA
PheThrGLnGluLysLeuAspGLuPheGlnAsnVatValAsnThrGLnSerLeuGluAspkspArgLeuGlnArg
252 100
ATCAAAGAAACTAAAGAACAATTAGAAAAGGAAGAAAGAGAAAAA GG CAATAAAAAAAAGATCAGAT
I LeLysGLuThrLysGLuGtnLeuGLuLysGLuGIlArgGluLysGlnGtnGluThrl leLysLysArgSerAsp
327 125
GAGCAGCGAAGGATAGATGAAATTGTTCAAAGAGAGTTGGAGAAAGACAAGATGATGATGATGATTTGCTATTC
GluGlntrgArgI leAspGluI leVa(GLnArgGluLeuGluLysArgGlnAspspAspspAspLeuLeuPhe
402 150
AACAGAACAACMCAGTTAGATTTACAACCACCTTCAGAATGGGTTGCATCAGGTGAAGCTATTGTCTTTTCAA
AsnArgThrThrGlnLeuAspLeuGlnProProSerGLuTrpValAtaSrGLyGluALaI leVaLPheSerLys
477 175
ACTATAAAGGCMAATTGCCTAATAACTCAATGTTCAAGTTTAAAGCAGTTGTAAATCCTAAGCATAAAACTG
ThriIeLysAal ysLeuProAsnAsnSerWetPheLysPheLysAl*ValVlAsnProLysProlLeLysLeu
552 200
ACATCAGATATATTTAGTTTTTCCAAACAATTTCTTGTGAAGCCTTATATACCACCAGAATCTMCGTTGGCAGAT
ThrSerAspI lePheSerPheSerLysGLrPheLeuVaNlLysProTyrI LeProProGluSerProLeuAlaAsp
627 225
TTTTTAATGTCTTCTGAAATGATGGAAAATTTCTACTATTTGCTATCTGAAATTGAATTGGATAATAGCTATTTC
PheLeuMetSerSerGtLD4etletGLuAsrPheTyrTyrLeuLeuSerGLuI LeGluLeuAspksnSerTyrPhe
702 250
AACACAAGTAATGGAAAAAAAGAAATAGCAAATTTAGAGAAAGAGTTAGAGACGGTGTTGAAAGCTAAGCATGAC
AsnThrSerAsnGlyLysLysGlul teAlaAsnLeuGluLysGLuLeuGLuThrVatLeuLysAtaLysHisAsp
777 275
AATGTGAATCGATTGTTCGGTTATACGGTGGAGCGCATGGGGAGAAATAATGCMCGTTTGTTTGGA W TMGA
AsnValAsnArgLeuPheclyTyrThrValGluArgletGlyArgAsnAsnALaThrPheValTrpLyslteArg
852 300
CTCTTGACAGAGTACTGTAACTACTATCCATTGGGAGATTTGATACAATCTGTTGGATTTGTTAACTTAGCAACA
LeuLeuThrGluTyrCysAsnTyrTyrProLeuGlyAspLeulLeGlnSerValGlyPheValAsnLeuAlaThr
927 325
GCGCGTATTTGGATGA1rTAGATTGCTTGAAGGATTGGAGGCCATACACAAATTGGGAATTGTTCATAAATGTATC
ALaArgI LeTrpMetI LArgLeuLeuGtluGLyLeuGluALtalleHisLysLeuGlyl leVaLHisLysCysl le
1002 350
AACTTAGAAACCGTGATCCTGGTGAAGGATGCAGATTTTGGAAGCACTATTCCCAAGTTAGTTCACTCCACTTAT
AsnLeuGluThrVal I eLeuValLysAspAtlaAspPheGlySerThrI LeProLysLeuVaLHisSerThrTyr
1077 375
GGCTACACTGTTTTGAATATGCTATCGAGATATCCAAATAAAAATGGTTCTTCGGTTGAGTTATCTCCAAGTACA
GtyTyrThrValLeuAsrMetLeu.erArgTyrProAsnLysAsnGlySerSerValGiuLeuSerProSerThr
1152 400
TGGATAGCCCCTGAGTTGTTGAAATTCAATAACGCCAAACCTCAAAGATTAACTGATATTTGGCAACTTGGTGTT
TrpI leALaProGluLeuLeuLysPheAsrAsnrALaLysProGlnArgLeuThrAspl teTrpGLnLeuGlyVaL
1227 EcoRI 425
TTGTTTATCCAGATAATCAGTGGATCTGATATAGTGATGAATTTTGAAACGCCTCAAGAATTCCTAGATTCAACA
LeuPhel leG lnl lelleSerGlySerAspIl eVaLMetAsrPheGluThrProGlnGluPheLeuAspSerThr
1302 450
AGTATGGATGAAACTTTATATGATCTTCTTTCGAAAATGCTTAATAACGATCCGAAGAAAAGATTAGGAACATTA
SerMetAspGluThrLeuTyrAspLeuLeuSerLys~etLeuAsnAsnAspProLysLysArgLeuGtyThrLeu
1377 475
GAACTACTGCCCATGAAATTCTTAAGGACCAATATTGACTCTACAATCAATCGATTTAACTTAGTTTCCGAAAGT
GluLeuLeuProMetLysPheLeuArgThrAsnIl dAspSerThrl leAsnArgPheAsnLeuVaLSerGluer
1452 500
GTCAATTCTAATTCCTTGGAGTTAACTCCTGGAGATACCATAACCGTTCGGGGCAATGGAGGTAGAACACTTTCA
VatAsnSerAsnSerLeuGluLeuThrProGlyAspThrl IeThrVaLArgGlyAsnGtyGtyArgThrLeuSer
1527 AccI 525
CAATCGAGTATACGAAGAAGATCATTTAATGTTGGTTCCAGATTCTCTTCTATAAATCCTGCAACGCGATCACGA
GinSerSerI leArgArgArgSerPheAsnValGlySerArgPheSerSerIlAsnPraLaThrArgSerArg
1602 550
TATGCTTCTGACTTTGAAGAGATTGCAGTTTTAGGCCAGGGCGCATTTGGACAAGTTGTCAAGGCACGTAATGCT
TyrALaSerAspPheGluGLuI laVasLEUGLYGtrnGLYAlaPheGLYGlnVALValLysALaArgAsnALa
1677 * * 575
CTCGATAGCAGATACTATGCGATCAAGAAGATTAGACATACAGAAGAAAAGTTATCTACTATATTGAGTGAAGTA
LeuAspSerArgTyrTyrALA I elYSLys[LEArgHisThrGluGluLysLeuSerThrI LeLeuSerGluVaL
1752 HindIll 600
ATGCTGTTAGCAAGCTTAAATCATCAATATGTTGTGCGTTACTATGCTGCATGGTTAGAAGAAGACAGTATGGAT
MetLeuLeuAL aSerLei~snH i sGLnTyrValVa lArgTyrTyrAL aALaTrpLeuGluGluAspSerletAsp
1827 625
GAAAACGTTTTTGAATCAACTGATGAAGAAAGTGACTTGAGCGAATCTTCCTCTGATTTTGAGGAAAATGATTTA
GluAsnValPheGluSerThrAspGtuGluSerAspLeuSerGLuSerSerSerAspPheGLuGtlAsn~spLeu
1902 650
TTAGATCAAAGCAGTATTTTTAAAAATAGAACAAATCACGATTTGGATAATAGTAACTGGGATTTCATATCGGGG
LeuAspGlnSerSer IlePheLysAsnArgThrAsnHisAspLeuAsp~snSerAsnTrp~spPheIleSerGly
1977 BglII 675
TCAGGATATCCGGATATTGTCTTTGAAAATAGTTCTCGTGATGATGAAAATGAAGATCTAGACCATGATACTTCC
SerGlyTyrProAspl teVaLPheGluAsnSerSerArgAsp~spGlAsnGtLAspLe~spHisAspThrSer
2052 Xhol 7w0
TCGACTTCCTCGAGCGAAAGTCAAGATGATACTGATAAAGAATCAAAGAGTATCCAGAACGTTCCAAGAAGGAGG
SerThrSerSerSerGluSerGlnrpAspThrAspLysGLUSerLysSerILeGLdnAs~aLProArgArgArg
2127 725
AATTTTGTAAAACCGATGACTGCTGTTAAGAAGAAAAGTACGCTTTTTATTCAAATGGAGTACTGTGAAMTAGA
AsnPheVALLysProMetThrAlaVaLLysLysLysSerThrLeuPh@I leGlruietGluTyrCysGluAsnArg
2202 750
ACGCTATATGATTTGATCCATTCTGAAAATTTAAATCAACAACGTGATGAATATTGGAGGTTATTTCGACAAATT
ThrLeuTyrAspLeul leHisSerGLuAsnLeuAsnGLnGlnArgAspGLuTyrTrpArgLeuPheArgGLnlle
2277 775
TTGGAAGCACTGAGTTATATACATTCCCAGGGTATCATTCATAGGGATCTGAAGCCAATGAATATTTTTATAGAT
LeuG iALALeuSerTYRILEHisSerGlnGlyl leeH ISArgASPIJULysPro~etASHILEPhel LeAsp
2352 BglII 800
GAATCGAGAAATGTTAATCGGTGATTTTGGGTTAGCTAAGAACGTCCATAGATCTCTGGATATACTTAAGCTA
GluSerArgAsnVal LyslLEGLyASPPHEGLYLeu laLysAsnVaLHisArgSerLedAspI LeLeuLysLeu
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2427 825
GATTCACAGAATTTGCCAGGCAGCTCAGATAATTTAACATCCGCCATTGGTACAGCAATGTATGTTGCTACTGAA
AspSerGlrnsnLeuProGlySerSerAspOsnLeuThrSerAla ldeGLyAla~etTYRValALAThrGLU
2502 850
GTTTTAGATGGTACAGGTCACTATAATGAAAAGATTGATATGTATTCACTTGGAATCATTTTTTTTGAAATGATC
VaLLeuAspGlyThrGlyHisTyrAsnGL uLys I AeSP1etTYRSERLeuGLYILEI lePhePheGtuluetI le
2577 875
TATCCTTTCAGTACAGGTATGGAGAGAGTTAATATTTTGAAAAAGTTACGATCAGTGTCGATAGAATTTCCTCCT
TyrProPheSerThrGLyMetGtuLArgVaLAsnll eeuLysLysLetArgSerValSerI LeGLuPheProPro
2652 900
GATTTCGACGATAATAAGATGAAAGTTA TTATAAGGTTACTCATAGACCATGATCCCAATAAAAGG
AspPheAspAspOsnLysMetLysVaLGluLysLysI Le LEArgLeuLeul lsAspHisAspPraAsnLysARG
2727 925
CCTGGTGCTAGGACATTATTAAATAGTGGTTGGCTTCCTGTGAAGCATCAGGATGAAGTAATCAAAGAGGCTTTA
ProGLyALaArgThrLeuLeuAsnSerGlyTrpLeuProValLysHisGtrlAspGLuVal ILeLysGluALaLeu
2802 950
AAAAGTTTGTCGAATCCTTCATCCCCTTGGCAACAGCAAGTTCGAGAAAGTTTATTTAACCAATCTTACAGTCTA
LysSerLeuSerAsnProSerSerProTrpG lnGl GtlnVaLArgGluSerLeuPheAsnG lnScrTyrSerLeu
2877 975
ACAMTGATATTCTATTTGATAACTCAGTTCCAACATCCACTCCTTTCGCAAACATTCTCAGGTCCCAAATGACA
ThrAsnAspl leLeuPheAspAsnSerValProThrSerThrProPheALa~snl leLeutrgSerGlnrietThr
2952 1000
GAAGAGGTAGTTAAAATTTTCAGGAAACATGGAGGAATTGAAAATAATGCTCCTCCGAGGATTTTTCCAAAGGCC
GluGluVaLVaLLysIlePheArgLysHisGLyGlyl leGLuAsnAsnALaPROPraArgIlePheProLysAla
3027 Kpnl 1025
CCCATATACGGTACGCAGAATGTATATGAAGTGCTTGACAAGGGCGGTACCGTCTTGCAGTTACAATATGATTTA
Prol leTyrGlyThrGLnrsnValTYRGLuValLeuASPLysGLyL.YThrValLeuGl nLEUGflnTyrAspLeu
3102 1050
ACTTATCCTATGGCTAGGTATCTATCTAAAAATCCAAGTCTGATTTCTAAGCAATATAGGATGCAGCACGTTTAC
THRTyrProletAlaARGTyrLeuSerLysAsnProSerLeuI leSerLysGlnTyrArg4etGLnH isVaLTyr
3177 BclI 1075
CGACCTCCTGATCATTCAAGGTCAAGTTTGGAACCTAGAAAGTTTGGTGAGATTGACTTCGACATAATTTCAAAA
ArgProProAspHisSerArgSerSerLeuGLuProArgLysPheGlyGlul leAspPheAspl elLeSerLys
3252 Hind!ll 1100
TCTTCCTCAGAGTCAGGATTTTATGATGCAGAAAGCTTGAAAATTATCGATGAAATATTAACCGTATTTCCTGTA
SerSerSerG luSerGtyPheTyrASPX GLUSerLeuLysl!l~eAspGlul leLeuThrValPheProVal
3327 1125
TTTGAGAAAACAAACACTTTTTTCATATTAAATCATGCTGATATTTTGGAGAGTGTTTTCAACTTTACAAATATT
PheGluLysThrAsnThrPhePhel leLeuASNHisAtaAspl eLEUGLuSerValPheAsnPheThrAsnl Le
3402 1150
GATAAAGCCCAAAGGCCTCTAGTTTCAGMTGTTGTCGCAAGTAGGCTTTGCAAGGTCCTTCMGGAAGTAAG
AspLysAlaGlrnArgProLeuValSerArg4etLeuSerGlrlValGlyPheAlaArgSerPheLysGLuValLYS
3477 1175
AATGAACTAMGGCGCAACTGAACATATCTTCTACGGCATTGAATGATTTGGAGTTATTTGATTTTAGACTGGAC
AsnGluLeuLysALaGlnLeuAsnl leSerSerThrAlaLeLAsn~spLeuGluLeuPheAspPheArgLetAsp
3552 1200
TTCGAAGCAGCCAAAAAACGCCTGTATAAATTGATGATTGATAGTCCGCATCTMAAAAAATTGAGGACTCTTTG
PheGLuAlaAleLysLysArgLeuTyrLysLeuietIl eAspSerProHisLeuLysLysI LeGluAspSerLeu
3627 1225
TCCCATATATCAAAGGTTCTCAGTTACCTAAAACCCTTAGAAGTTGCAAGAAATGTTGTGATATCTCCTTTGAGT
SerHislLeSerLysValLeuSerTyrLeuLysProLeuG(LNatALaArgAsflVlVa* I leSerProLeuSer
3702 BaxII 1250
AACTACAATAGCGCTTTTTACAAAGGAGGTATCATGTTTCATGCAGTTTATGACGATGGATCCTCACGTAATATG
AsnTyrAsnSerALaPheTYRLysGlyGtyl lewetPheHisAlaVALTyrAspAspclySerSerArgAsrlet
3777 1275
ATAGCTGCTGGAGGGAGGTATGACACTTTGATATCCTTTTTTGCCAGACCATCAGGAAAAAAGAGCAGCAATACT
I leALaALaGLyGLyARGTYRASPThrLEUIleSerPhePheALeArgProSerGlyLysLysSerSerAsnThr
3852 1300
CGTAAGGCTGTAGGTTTCAACTTAGCGTGGGAAACAATATTCGGTATAGCCCAAAACTATTTCAAACTCGCTTCT
ArgLysAlaVatGLYPheAsnLeuAlaTrpGluThrI LePheGlyl leAlaGLAsnTyrPheLysLeuALaSer
3927 PvulI 1325
GGAAATAGGATAAAGAAGAGAAATAGGTTTTTGAGATACAGCTGTTGATTGGGKAA GCAGGTGTGATGTA
GLyAsnArgl1eLysLysArgAsnArgPheLeuLysAspThrAlaVaLAspTrpLysProSerArgCysAspVal
4002 1350
TTGATATCGAGTTTTTCGAACTCTTTGTTGGACACAATCGGGGTTACAATACTGAATACATTGTGGAAGCAAAAC
Leul LeSerSerPheSerAsnSerLeuLeuAspThrl leGLyValThrlteLeuAsnThrLEUTrpLysGlnAsn
4077 1375
ATTAAAGCGGATATGTTAAGGGATTGTTCCTCGGTGGATGATGTCGTTACTGGCGCTCAACAGGATGGTATAGAC
I LeLysALSAspDetLeuArgAspCysSerSerVaLAspAspVaLVaLThrGlyAlaGtn linAspGlyl LeAsp
4152 1400
TGGATTTTGCTGATTAAGCAACAAGCGTATCCACTAACCAATCACAAGAGAMGTACAAGCCATTAAAAATAAAA
TrpI leLeuLeul LeLysGLIGntALaTyrProLeuThrAsnHisLysArgLysTyrLysProLeuLysI leLys
4227 BglIl 1425
AAATTGAGCACTAATGTTGACATAGATTTAGATCTTGATGAGTTTTTAACCTTGTACCAACAAGAAACTGGTAAT
LysLeuSerThrAsnValAspl LeAspLeuAspLeuAspGLuPheLeuThrLeuTyrGlnGflnGLuThrGltyAsn
4302 Bctl 1450
AAATCTTTGATCAACGATAGTCTCACTTTGGGCGATAAGGCTGATGAATTTAAAAGATGGGATGAAAACAGCAGT
LysSerLeul LesrAspSerLeuThrLeuGlyAspLysAlaAspGluPheLYsARGTrpAspGluAsnSerSer
4377 1475
GCCGGTAGTAGTCAAGAAGGTGACATAGATGATGTTGTTGCTGGTTCGACTAATAATCAAAAGGTAATTTATGTT
ALaGlySerSerGLnGluGlyAspI LeAspAspValValAlSGlySerThrAsnAsnGlnLysValI LeTyrVal
4452 BgLI1 1500
CCAAACATGGCTACAAGATCTAAGAAAGCTAATAAGGGAAAAGTGGGTTTATGAGGATGCAGCCAGMATTCT
ProAsr14etAlaThrArgSerLysLysAL snLysArgGluLysTrpValTyrGluspAtlaAL*Arrg9AnSer
4527 1525
TCGAATATGATATTACACAATTTATCCAATGCACAATTATCACTGTTGATGCCTTAAGAGATGAACTTTAGAA
SerAsr#etl LeLeuHisAsnLeu6erAsnALaProl lel l eThrVaLAspdALaLArgAspGluThrLeuGlu
4602 1550
ATAATCTCAATTACTTCTTTGGCTCAGAAGGAAGAATGGCTGAGAAAAGTTTTTGGGTCAGGTAATAACTCGACT
I lel LeSer!leThrSerLetALaGLnLysGluGLuTrpLeLArgLysVaLPheGlySerGlyAsfAsnSerThr
4677 Hind!ll 1575
CCTAGAAGCTTTGCCACGAGCATTTATAATAACCTCTCCAAAGAGGCTCATAAAGGGAATAGGTGGGCAATATTA
ProArgSerPheALaThrSerl leTyrAsnAsnLeuSerLysGL uALaHisLysGLyAsrArgTrpAtal IeLeu
4752 1590 BglII
TACTGCCACAAAACCGGAAAATCATCTGTTATCGATTTACAGAGGTAGGCCTTTAAAGATCT
TyrCysHisLysThrGlyLysSerSerVa lIeAspLeuGlnArgEnd

FIG. 2. Nucleotide sequence and deduced amino acid sequence of GCN2. The sequence begins at the 5' end of GCN2 mRNA (+1) and
extends to the 3'-proximal Bgl II site shown in Fig. 1. The numbers on the left and right are nucleotide and codon positions, respectively.
Underlined and capitalized amino acids are highly conserved residues in the protein kinase (codons 536-900) or HisRS domain (codons 993-
1444). Taq I sites in which insertions were made are underlined. Asterisks mark the two AAG codons that were mutated to substitute lysine
residues in the putative kinase ATP-binding site.
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FIG. 3. Immunoprecipitation of GCN2 protein. Antiserum pre-
pared against a trpE-GCN2 fusion protein was used to immunopre-
cipitate GCN2 from [35S]methionine-labeled total protein extracts
made from the following strains. Lane 1, gcn2::LEU2 deletion strain
H1149 transformed with plasmid YCp5O, the parent plasmid of
pC102-2, containing no GCN2 gene; lane 2, H1149 transformed with
pC102-2, a low copy-number plasmid containing GCN2; lane 3,
GCN2' strain H1153 transformed with YEp13, the parent vector of
pAH15, containing no GCN2 gene; lane 4, strain H1153 transformed
with high copy-number plasmid pAH15 (15) containing GCN2.
Immunoprecipitates were collected and analyzed by electrophoresis
on a 5-12.5% gradient SDS/polyacrylamide gel, followed by fluo-
rography. Lane M contained size markers with the molecular weights
(X10-3) indicated on the left.

a region highly conserved between GCN2 and the yeast and
human HisRS sequences. (The gcn2-1092 allele provides no
detectable GCN2 function even when present on a multicopy
plasmid.) The two Sac I insertions in the HisRS domain (1329
and 1332) with a Gcn2+ phenotype insert Ser-Ser into a
serine-rich region that is less well-conserved between GCN2
and HisRS sequences. No significant similarity was detected
between GCN2 and other aminoacyl-tRNA synthetases, con-
sistent with the fact that HisRS appears to be unrelated in
sequence to these other enzymes (17, 19, 20).

Table 1. Effect of amino acid substitutions in the GCN2 kinase
domain on derepression of HIS3 and HIS4 expression in
response to histidine starvation

HIS4-lacZ
enzyme activity,*

Plasmid- nmol/min per mg HIS3
borne allele R DR derepression
GCN2 190 970 +
gcn2-KS59V 140 260
gcn2-KSS9R 130 310 -
GCN2-K560V 140 960 +
None 140 220
Transformants of gcn2::LEU2 HIS4-lacZ strain H1149 containing

the designated GCN2 alleles on low copy-number plasmids were
analyzed. The GCN2 point mutations are designated by the wild-type
amino acid, codon position, and the substituting amino acid, in that
order. The strain carrying no GCN2 allele was transformed with
YCp5O, the parent vector of pC102-2. Strains were tested for growth
sensitivity to 3-AT as a measure ofHIS3 expression under starvation
conditions, as described in the legend to Fig. 1. HIS4-lacZ expres-
sion was measured in the same strains grown for 6 hr under
non-starvation conditions (minimal medium with the required nutri-
ents; repressing, R) or in the same medium containing 10 mM 3-AT
to induce histidine starvation (derepressing, DR) (13).
*Enzyme activities are expressed as nmol of o-nitrophenyl 83-
D-galactopyranoside hydrolyzed per min/mg of protein. Values
shown are the averages of assays done on two or three indepen-
dently derived transformants. The result of each assay varied from
the mean by 30o or less.
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FIG. 4. Sequence alignment of GCN2 and HisRSs from yeast,
human, and E. coli. Pairwise alignments made using the BestFit
alignment program (18) were incorporated manually into this multiple
sequence alignment. Dots indicate gaps introduced to maximize
similarities. Boxes enclose residues that are identical among the
aligned sequences. Asterisks (*) indicate positions that are conserved
in all four sequences. Exclamation points (!) signify positions that are
conserved in the three HisRS sequences only. The numbers above
the sequence indicate codon positions in the GCN2 sequence. GCN2
amino acids 920-1448 from GCN2 were aligned with the entire
cytoplasmic form of yeast HisRS (17), 508 residues of human HisRS
(19) beginning with residue 22, and the complete E. coli HisRS
sequence of 424 residues (20). Percentages of sequence identity in
pairwise comparisons are as follows: GCN2 vs. yeast HisRS (22%);
GCN2 vs. human HisRS (22%); GCN2 vs. E. coli HisRS (15%); yeast
HisRS vs. human HisRS (47%); yeast HisRS vs. E. coli HisRS (25%);
human HisRS vs. E. coli HisRS (23%).

DISCUSSION
A fundamental question regarding general amino acid control
is how derepression of amino acid biosynthetic genes is
coupled to the intracellular level of charged tRNA. GCN4
functions directly as a transcriptional activator of these genes
under conditions of amino acid starvation. GCN2 activates
gene expression indirectly by stimulating GCN4 synthesis in
response to starvation. Our mutational analysis supports the
idea that GCN2 acts as a positive regulator of GCN4 expres-
sion by functioning as a protein kinase (3). Furthermore, we
present the remarkable finding that GCN2 protein contains a
domain closely related in sequence to HisRS. Given that
aminoacyl-tRNA synthetases bind uncharged tRNA as a
substrate, we propose that the HisRS-related domain of
GCN2 can monitor the concentration of uncharged tRNA and

4582 Genetics: Wek et al.
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activate the adjacent protein kinase moiety under starvation
conditions when uncharged tRNA accumulates.

Derepression of GCN4 and its target genes occurs in
response to limitation for any one of several amino acids in
addition to histidine. Therefore, it is not obvious how a
domain related to HisRS could monitor the charging levels of
these other tRNAs. One possibility is that GCN2 has di-
verged sufficiently from HisRS that it now lacks the ability to
discriminate between different tRNAs. In this way, any
uncharged tRNA could bind to GCN2 and stimulate protein
kinase activity. Unfortunately, it is not well understood what
regions in aminoacyl-tRNA synthetases bind tRNA and
confer substrate specificity (22). The amino acid sequence
Lys-Met-Ser-Lys-Ser is implicated in binding the 3' end of
tRNA in certain synthetases, but even this limited motif is
absent from HisRS sequences. If this model is correct, then
those residues that are invariant among the three HisRSs but
absent from GCN2 may be important determinants of
tRNAHiS binding specificity. A second model is that the
HisRS-related domain of GCN2 is specific for tRNAHiS (or a
subset of tRNAs), whose charging level is somehow affected
by starvation for other amino acids. In these two models,
there is no requirement that GCN2 be competent for ami-
noacylation of tRNA; rather, binding of uncharged tRNA is
expected to be sufficient for kinase activation. In either case,
it seems likely that GCN2 would have a smaller binding
constant for uncharged tRNA than aminoacyl-tRNA syn-
thetases so that activation of GCN2 protein kinase would
require a higher concentration of uncharged tRNA than is
needed for efficient aminoacylation by the bona fide syn-
thetases.
Another important question is how activation of GCN2

protein kinase activity under starvation conditions leads to
increased GCN4 expression. GCN2 stimulates GCN4 syn-
thesis at the translational level by overcoming the inhibitory
effects of short open reading frames present in the leader of
GCN4 mRNA. Translational repression by these sequences
depends on the functions of trans-acting factors encoded by
GCD genes. Mutations in GCD genes lead to constitutive
derepression of GCN4 expression even in the absence of
functional GCN2, prompting the suggestion that GCN2 acts
indirectly as a positive effector by antagonism ofGCD factors
(4). Thus, one or more GCD proteins could be substrates of
GCN2 protein kinase activity. Alternatively, since GCN1 and
GCN3 are required in addition to GCN2 for negative regu-

lation ofGCD factors under starvation conditions (4), GCN1
or GCN3 could be substrates ofGCN2 kinase activity. In this
view, phosphorylation by GCN2 would activate GCN1 or
GCN3 to become antagonists of GCD function.
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