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Abstract Genetic information in chloroplast DNA is
sometimes altered at the transcript level by a process
known as RNA editing. Sequence analysis of amplified
cDNAs for 69 potential editing sites revealed 13 real
editing sites in transcripts of 11 tobacco chloroplast
genes. Together with those reported previously, these
bring the total of edited sites observed in tobacco chlo-
roplast transcripts to 31 (all involve C to U conversion).
Alignment of sequences around the 31 editing sites re-
vealed no obvious consensus, apart from an apparent
bias for U or C at position —1 and A at position +2.
Editing in tobacco rpo4 mRNA restores the conserved
leucine residue which is known to be important for
transcriptional activation of the o subunit of E. coli
RNA polymerase. Editing of this site is partial and the
extent of editing depends on developmental conditions,
suggesting that editing is, at least in part, involved in the
regulation of chloroplast-encoded RNA polymerase
activity.
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Introduction

Many chloroplast genes are transcribed as polycistronic
mRNAs which then mature via complex RNA process-
ing pathways that include RNA editing, splicing and
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cleavage/trimming steps. Editing was first reported in
the maize rp/2 transcript (Hoch et al. 1991) and dem-
onstrated for tobacco pshL mRNA (Kudla et al. 1992).
In both cases the editing was found to create the initi-
ation codons. Subsequently, RNA editing has been
found in internal protein-coding regions and, rarely, in
termination codons in various plastid transcripts in all
major lineages of land plants (Maier et al. 1992, 1995;
Wakasugi et al. 1996; Yoshinaga et al. 1996, 1997; Bock
et al. 1997; Freyer et al. 1997). Most editing events in
chloroplasts are C to U conversions which lead to the
restoration of conserved amino acid residues, suggesting
that amino acid residues acquired by editing are im-
portant for the function of the encoded protein (e.g.
Maier et al. 1995). Indeed, a heterologous (spinach
psbF) editing site introduced into the tobacco plastid
genome remained unmodified, and the lack of RNA
editing led to a mutant phenotype (Bock et al. 1994).
This finding confirmed that the editing of spinach psbF
mRNA is essential for protein function.

The RNA editing reaction has been shown to be a
rapid post-transcriptional event, which precedes RNA
splicing and RNA cutting in petB (Freyer et al. 1993;
Hirose et al. 1994) and IRF170 (yc¢f3) transcripts (Ruf
et al. 1994). Editing in rpoB and rpl2 transcripts was
found not to be impaired in ribosome-deficient plastids
in the barley mutant albostrians, suggesting that it is not
dependent on translation in chloroplasts (Zeltz et al.
1993; Hess et al. 1994). On the other hand, Karcher and
Bock (1998) reported that elevated temperature and in-
hibition of chloroplast translation with antibiotics se-
lectively blocked RNA editing at a small number of
sites, suggesting a role for the chloroplast translation
apparatus in RNA editing. The chloroplast transfor-
mation technique (Svab and Maliga 1993) has provided
a powerful tool for defining cis acting elements required
for RNA editing of psbL mRNA (Chaudhuri et al. 1995;
Chaudhuri and Maliga 1996) and ndhB mRNA (Bock
et al. 1996, 1997). It has also been reported that editing
of tobacco psbL and ndhD mRNAs, but not ndhB
mRNA, requires depletable trans acting factors. Using



an interspecific protoplast fusion approach, site recog-
nition factors were suggested to be extraplastidic in or-
igin (Bock and Koop 1997).

As the transplastome approach is available among
land plants, only for tobacco, we searched for further
editing sites in transcripts from tobacco chloroplasts.
Among 13 newly identified sites, one interesting site
happens to be in rpoA transcripts and it might be in-
volved in the regulation of chloroplast RNA polymerase
activity.

Materials and methods

Searches for potential editing sites were carried out using the
SwissProt protein sequence database and a HP9000-845 computer
(Hewlett-Packard). Tobacco (Nicotiana tabacum BY4) leaves were
harvested from 4-week-old plants grown in a growth chamber at
28°C under 16 h light/8 h dark. Chloroplast RNA and DNA were
prepared from tobacco leaves as described earlier (Tanaka et al.
1987). cDNA synthesis, PCR and direct DNA sequencing were
carried out as described (Hirose et al. 1996).

Results and discussion
RNA editing sites in tobacco chloroplast transcripts

Seventy different protein-coding genes and nine different
hypothetical chloroplast reading frames (ycfs) have so
far been identified in the tobacco chloroplast genome
(Shinozaki et al. 1986; Wakasugi et al. 1998). Based on
the alignment of polypeptide sequences deduced from
these genes and eight yc¢fs from tobacco, rice, maize,
black pine and liverwort (ycf15 was omitted because it is
present only in tobacco), 69 RNA editing sites (55 C-to-
U and 14 U-to-C sites) were anticipated. Direct se-
quencing of PCR-amplified cDNA fragments (500—
1000 bp) derived from tobacco chloroplast transcripts
encompassing all of the 69 sites revealed 13 real editing
sites in the transcripts from 11 chloroplast genes.
Together with those reported previously (Kudla et al.
1992; Hirose et al. 1994, 1996; Neckermann et al. 1994;
Chaudhuri et al. 1995; Freyer et al. 1995), this brings the
total of RNA editing sites observed in tobacco chloro-
plasts to 31 (Table 1).

All 31 of these editing events are C-to-U conversions:
29 cause amino acid substitutions, two create initiation
codons and one occurs at the third position of a codon in
atpA mRNA which results in no amino acid alteration.
U-to-C inverse editing, which has been reported in higher
plant mitochondria (Gualberto et al. 1990; Schuster
et al. 1990) and in the chloroplast of the hornwort
Anthoceros formosae (Yoshinaga et al. 1996, 1997), was
not observed in tobacco chloroplasts, despite cDNA se-
quencing of the 14 predicted U-to-C editing sites. Given
the overall number of codons (23,079) in the tobacco
chloroplast genome, the percentage of codons changed
by editing is 0.13%. This list of editing sites provided
here is by no means complete because our search does not
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Table 1 RNA editing sites identified in chloroplast transcripts
from tobacco and maize

Gene Site Position® Conversion Tobacco Maize®
rpoA 277 S (uCa) -» L (uUa) + -
rpoB 1 113 S (uCu) » F (uUu) + -
2 158 S (uCa) - L (uUa) + +
3 184 S (uCa) » L (uUa) + +
4 189 S (uCg) » L (uUg) - +
5 208 P (cCg) - L (cUg) - +
6 667 S (uCu) - F (uUu) + -
rpoCl 21 S (uCa) » L (uUa) + -
rpoC2 1 925 S (uCg) - L (uUg) -
2 1248 S (uCa) » L (uUa) +
rps2 83 S (uCa) » L (uUa) + -
rps3 61 S (uCa) -» L (uUa) - +
rpsl4 1 27 S (uCa) - L (uUa) + +
2 50 P (cCa) » L (cUa) + -
rpl2 1 T (aCg) - M (aUg) - +
rpl20 103 S (uCa) - L (uUa) + +
atpA 1 264 P (cCc) »> L (cUc) + -
265 S (ucC) - S (ucl) + -
3 383 S (uCa) » L (uUa) -
atpF 31 P (cCa) > L (cUa) + -
pSbE 72 P (Cca) » S (Uca) + -
psbL 1 T (aCg) > M (aUg) + -
petB 204 P (cCa) » L (cUa) + +
ndhA 1 17 S (uCg) - L (uUg) - +
2 114 S (uCa) -» L (uUa) + -
3 159 S (uCa) » L (uUa) - +
4 189 S (uCa) » L (uUa) - +
5 358 S (uCc) » F (uUc) + +
ndhB 1 50 S (uCa) - L (uUa) + -
2 156 P (cCa) » L (cUa) + +
3 196 H (Cau) - Y (Uau) + +
4 204 S (uCa) - L (wUa) + +
5 246 P (cCa) > L (cUa) + +
6 249 S (uCu) -» F (uUu) + -
7 277 S (uCu) » L (uUa) + +
8 279 S (uCu) » L (uUa) + -
9 494 P (cCa) » L (cUa) + +
ndhD 1 1 T (aCg) > M (aUg) + -
2 128 S (uCa) - L (uUa) + -
3 241 S (uCa) » L (wUa) - +
ndhF 1 21 S (uCa) » L (uUa) - +
2 97 S (uCa) - L (uUa) -
yef3 1 15 S (uCc) -» F (uUc) - +
2 62 T (aCg) > M (aUg) - +
matK 426 H (Cau) - Y (Uau) - +)
S'UTR of -10 C->U - +
ndhG

#Position is given with reference to the first base of the initiation
codon as 1

®The editing site of maize marK gene (+) was proposed by Vogel
et al. (1997). Remaining editing sites in maize are from Maier et al.
(1995) and Bock et al. (1997) + indicates editing and — indicates
no editing (T in the genome)

take account of editing sites outside the protein-coding
regions (5’-UTRs, 3’-UTRs and introns), the third posi-
tions of codons, or tRNA/rRNA transcripts. Moreover,
RNA editing that results in non-conserved amino acid
substitutions also cannot be ruled out.

RNA editing occurs in various transcripts in tobacco
chloroplasts; six editing sites in transcripts of five pho-
tosynthetic genes (petB, psbE, psbL, atpA and atpF), 11
sites in transcripts of seven housekeeping genes (rpoA,
rpoB, rpoCl, rpoC2, rps2, rpsi4 and rpl20) and 14 sites
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in four NADH dehydrogenase gene transcripts (ndhA,
ndhB, ndhD and ndhF) (Table 1). This indicates that
RNA editing is a general mRNA maturation process
with no apparent correlation with gene function. Among
the 31 sites, editing is partial in the atpA (site 2) (Hirose
et al. 1996), ndhD (site 1; Neckermann et al. 1994; Hi-
rose and Sugiura 1997), rpsi4 (site 2; Hirose et al. 1998)
and rpoA (this work) transcripts, resulting in the exis-
tence of two forms of these mRNAs. In vitro translation
assays have shown that translation efficiency does not
differ between edited and unedited mRNAs from to-
bacco rpsi4 (Hirose et al. 1998).

Features of the surrounding sequence
of editing sites and codon transitions

To search for possible structural motif(s), sequences
surrounding all the 31 editing sites (—50 to +51; +1 is
the editing site) were compared (Fig. 1), because the cis-
acting elements for editing have been reported to reside
within 50 nucleotides of editing sites (Bock et al. 1996,

Fig. 1 Alignment of sequences spanning the 31 editing sites identified
in tobacco chloroplast transcripts (+1 is editing site). The frequencies
of the four nucleotides in positions —3 to +4 are shown below the
alignment

1997; Chaudhuri and Maliga 1996). No obvious con-
sensus sequence nor any secondary structure could be
found in these regions. It has been postulated that a
depletable trans acting factor is involved in the editing of
tobacco transcripts from psbL, ndhD (Chaudhuri and
Maliga 1996) and rpoB (Reed and Hanson 1997) genes.
We favor the idea that site-specific trans acting factors
are involved in recognition of editing sites.

As noted previously (Maier et al. 1995, 1996; Hanson
et al. 1996; Bock et al. 1997), there is an obvious bias
toward pyrimidine (C or U; in 29 of the 31 sites) at
position —1 and adenosine (22 among the 31 sites) at
position +2 (Fig. 2). Exceptions to this bias are the
adenosines at —1 in psbL and ndhD (site 1) mRNAs in
which editing creates initiation codons. Mutation of this
A to C in tobacco psbL mRNAs impairs editing, sug-
gesting that this A is a critical determinant for ACG to
AUG editing (Chaudhuri and Maliga 1996). On the
other hand, alteration of U to G at —1 in tobacco ndhB
(site 5) mRNA also inhibits editing, suggesting that a
pyrimidine at —1 is important for editing of internal
codons (Bock et al. 1996).

Despite the lack of a consensus sequence for the 31
editing sites, we found highly similar sequences (21 nt)
surrounding the editing sites in rpoC2 and ndhD (site 2)
mRNAs (Fig. 2), suggesting that a common factor
might recognize these sites. Computer analysis revealed

50 -40 -30 -20 -10 +1 +11 +21 +31 +41 +51
rpoA CATAAAAAAC AAAAAAAAAA TAGCATTGAA ATCGATTTTT ATTGACCAAT C AGAATTGCCT TCCAGGATCT ATAATTGCCT CAMAATGTCC AATATATATA
rpoB-1 ACAMACAATT TTTATCGGAA ACATTCCTCT AATGAATTCC CTGGGAACTT C TATAGTCAAT GGAATATATA GAATTGTGAT CAATCAAATA TTGCAAAGTC
rpoB-2 CGGAATTTCG GTCTATACCS GCACCATAAT ATCAGATTGG GGAGGAAGAT C AGAATTAGAA ATTGATAGAA AAGCAAGGAT ATGGGCTCGT GTAAGTAGGA
rpoB-3 GATATGGGCT CGTGTAAGTA GGAAACAAAA AATATCTATT CTAGTTCTAT C ATCAGCTATG GGTTTGAATC TAAGAGAAAT TCTAGAGAAT GTTTGCTATC
rpoB-4  TITGGGGAAA AACGTATTAG TAGCTTATAT GOCGTGGGAG GGTTACAATT C TGAAGATGCA GTACTTATTA GCGAGOGTTT GGTATATGAA GATATTTATA
rpoCl STTTTCTTCT ATGATCGATC GATATAAACA TCAACAGCTC CGAATTGGAT C AGTTTCTCCT CAACAAATAA GTGCTTGGGC CACTAAAATC CTGCCTAATG
rpoC2 AATAACATCA AAAGTGTTGG TTTCAGAAGA TGGAATGTCT AATGTTITIT C ACCCGGAGAA CTTATTGGAT TGTTGCGAGC AGAACGAATG GGGOGCGCTT
ps2 TAGGGGAAAA CAATTCTTAA TTGTTGGTAC CAAAAATAAA GCAGCTGATT C AGTAGAGTGG GCTGCAATAA GGGOCCGGTG TCATTATGTT AATAAAAAAT
rpsi4-1 ~ GAAGAAGAGG CAAAAATTGG AACAGAAATA TCATTCGATT CGTCGATCCT C AAAGAAAGAA ATAAGCAAGG TTCCGTCGTT GAGTGACAAA TGGGAAATTT
Ips1412 GGTTCCGTCG TTGAGTGACA AATGGGAAAT TTATGGAAAG TTACAATCCC C ACCACGGAAT AGTGCACCTA CACGCCTTCA TCGACGTTGT TTTTTGACCG
rpl20 CAAGAGACAG TTGCTTCTTA ACCGTAAAAT ACTTGCACAA ATAGCTATAT C AAATAGGAAT TGTCTTTATA TGATTTCGAA CGAAATCATA AAGGAAGTAG
atpA-1 TGAATATTTT ATGTATCGTG AACGACACAC TTTAATCATT TATGATGATC C CTCCAAACAA GCOGCAAGCTT ATCGCCAAAT GTCTCTTCTA TTACGAAGAC
aipA-2 TATTTTATGT ATCGTGAACG ACACACTTTA ATCATTTATG ATGATCCCTC C AAACAAGCGC AAGCTTATCG CCAMATGTCT CTTCTATTAC GAAGACCGCC
atpF GCCATCTGCC GGGAGTTTCG GGTTTAATAC CGATATTTTA GCAACAAATC C AATAAATCTA AGTGTAGTGC TTGGTGTATT GATTTTTTTT GGAAAGGGAG
petB CACTTTTGTA TTGCCGCTTC TTACTGCCGT ATTTATGTTA ATGCACTTTC C AATGATACGT AAACAAGGTA TTTCTGGGOC TTTATAGAGA AAAGAAAAAT
pShE ATTTTACAGA GAGCCGACAA GGAATTCCAT TAATAACTGG CCGTTTTGAT C CTTTGGAACA ACTCGATGAA TTTAGTAGAT CGTTTTAGGA GGCCCTAATG
psbhL PCAGCAATGC AGTTCATCCA ACGATAAACT TAATCCGAAT TATAGAGCTA C GACACAATCA AACCCGAACG AACAAAATGT TGAATTGAAT CGTACCAGTC
ndhA-]  ATTCAGTATC GGACCATCCA TAGCAGTAAT ATCCATCITT CTAAGTTATT C AGTAATTCCT TTTGGTGATC ACCTTGTTCT AGCCGATCTT AGTATTGGTG
ndhA-2  GAAATTTCIT TTACCTATTT CTCTAGGTAA TCTATTATTG ACAACCTCGT C CCAACTTCTT TCACTGTAAA AGACTACAAT ATTCTAGATT CACGACTTGT
ndhD-1  AATATITTGA GCACGGGTTT TTATGGTCCA AGTGTATCTT GTCTTTACTA C GAATTATTTT CCTTGGTTAA CAATAATTGT AGTTTTTCCA ATATTTGCGG
ndhD-2  TCGATTATIC CATTTTCTCA TGTTAGCAAT GTACAGTGGT CAAATTGGAT C ATTITCGTCT CGGGACCTTT TACTITITTT CATCATGTGG GAGTTAGAAT
ndhF TTTTTCTTTA GACTTCGGAT ACTTGATCGA CCCACTTACT TCTATTATGT C AATATTAATC ACTACGGTTG GAATTATGGT TCTTATTTAT AGTGATAATT
ndhB-1  GAAGTTTGAT TTTCCCAGAA TGTATCCTAA TTTTTGGCCT AATTCTTCTT C TGATGATCGA TTCAACCTCT GATCARAAAG ATATACCTTG GTTATATITC
ndhB-2  GOGAATGTTT TTATGCGGTG CTAACGATTT AATAACTATC TTTGTAGCCC C AGAATGTTTC AGTTTATGCT CCTACCTATT ATCTGGATAT ACCAAGAAAG
#dhB-3  CTACTATGAA ATATTTACTC ATGGGTGGGG CAAGCTCTTC TATTCTGGTT C ATGGTTTCTC TTGGCTATAT GGTTCATCCG GGGGAGAGAT TGAGCTTCAA
ndhB-4  TGGGGCAMGC TCTTCTATTC TGGTTCATGG TTTCTCTTGG CTATATGGTT C ATCCGGGGGA GAGATTGAGC TTCAAGAAAT AGTAAACGGT CTTATCAATA
ndhB-5  TTCAATTGCG CTCATATTCA TTACCGTAGG AATTGGGTTC AAGCTTTCCC C AGCCCCTTCT CATCAATGGA CTCCTGACGT ATACGAAGGA GTGOGGTTCS
ndhB-6  GCTCATATTC ATTACCGTAG GAATTGGGTT CAAGCTTTCC CCAGCCCCTT C TCATCAATGG ACTCCTGACG TATACGAAGG AGTGCGGTTC GTTCGAGAAA
ndhB-7  TCCCACTCCA GTCGTTCCTT TTCTTTCTGT TACTTCGAAA GTAGCTGCTT C AGCTTCAGCC ACTCGAATTT TCGATATTCC TTTTTATTTC TCATCAAACG
ndhB-8  TCCAGICGTT GCITTTCTTT CTGTTACTIC GAAAGTAGCT GCTTCAGCTT C AGCCACTCGA ATTTTCGATA TTCCITTTTA TTTCTCATCA AACGAATGGC
ndhB-9 CAATTCCATC GAATTGAGTA TGATTGTATG TGTGATAGCA TCTACTATAC C AGGAATATCA ATGAACCCAA TTATTGCAAT TGCTCAGGAT AGCCTTTTTT

-3 -2 -1
G 6 2 0
A 6 8 2
T 6 17 21
C 13 4 8




1]
rpoCl1 CGAAUUGGAU&AGUUUCUCCU
* hkkkkkkkkdk Khkk  kk
ndhD-2 CAAAUUGGAU("AUUUUCGUCU
U
U
rpoCl1 CGAAUUGGAU&AGUUUCUCCU
Jeddekkkhhkkk k  kkk

trnG intron GGAAUUGGAU(“AAUACUUCCA
No editing

Fig. 2 Sequences around editing sites in rpoCI and ndhD (site 2)
mRNAs and a sequence within the #rnG(UCC) intron. Editing sites
are indicated by arrows

a similar sequence within the group II intron of
trnG(UCC) gene. Sequencing of cDNA fragments de-
rived from the unspliced pre-tRNA“Y showed no editing
at this site, indicating that sequence similarity around
editing sites is not sufficient for editing. An additional
sequence element(s) or secondary structure may be
necessary for recognition of editing sites.

Of the 31 editing sites, 28 are located in the second
position in the codon (Tables 1 and 2), two at the first
position (psbE and ndhB site 3) and one at the third po-
sition (atpA site 2). This strong bias leads to preferential
amino acid substitution, especially leucine for proline
and serine. A similar bias has previously been observed in
maize chloroplast transcripts (Maier et al. 1995). How-
ever, it was not so obvious in the case of chloroplast
transcripts from black pine (Wakasugi et al. 1996).

Comparison of editing sites between tobacco
and maize

Twenty-seven editing sites have so far been identified in
maize chloroplast transcripts (Maier et al. 1995; Bock

Table 2 Codon transitions caused by RNA editing of tobacco
chloroplast transcripts

First base Second base Third base
U C A G
Pho 4?— Ser Tyr Cys U
U Pho 45 Ser 1 Tyr Cys C
Lau €4— Ser Stop Stop A
Lau Ser Stop Trp G
C Lau | Prou His 1 Arg U
Lau 4 Pro His Arg C
Lau €4— Pro Gln Arg A
Lau Pro Gln Arg G
A Ile Thr Asn Ser U
Ile Thr Asn Ser C
Ile , Thr Lys Arg A
Mct 4«— Thr Lys Arg G
G Val Ala Asp Gly U
Val Ala Asp Gly C
Val Ala Glu Gly A
Val Ala Glu Gly G

The arrows show the direction of the codon transitions with the
numbers above the arrows indicating the observed frequencies of
the respective transitions
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et al. 1997). Comparison of the editing sites between
tobacco (dicot) and maize (monocot) shows that 11 sites
are common, while the remaining 21 sites in tobacco and
15 sites in maize are not conserved (Table 1). Thus,
editing sites are highly variable between these species.
Furthermore, editing sites within homologous gene
transcripts are different. For example, the rpoB tran-
script of tobacco and maize has four editing sites each,
but only two are shared (sites 2 and 3 in Table 1). Reed
and Hanson (1997) investigated whether two editing
sites (sites 2 and 4 in Table 1) present in maize rpoB
mRNA could be recognized by the editing machinery of
transformed tobacco chloroplasts. The heterologous
maize editing site 2 common to maize and tobacco was
found to be recognized by the tobacco machinery, but
site 4 (unique to maize) was not, indicating that editing
factors necessary for recognition of site 4 are not present
in tobacco. This result suggests co-evolution of editing
sites and cognate editing factors.

Possible significance of RNA editing in the regulatory
function of chloroplast RNA polymerase

RNA editing alters the 277th codon from serine to leu-
cine in the mRNA (rpoA) for the o subunit of tobacco
chloroplast RNA polymerase. The « subunit of E. coli
RNA polymerase is known to consist of the subunit
assembly (N-terminal) and transcription factor contact
(C-terminal) domains (Murakami et al. 1996). This
leucine residue is located inside the latter domain and is
highly conserved among chloroplasts as well as in eu-
bacteria (Fig. 3A). Biochemical investigations of the role
of individual amino acid residues in the E. coli o« subunit
revealed that this leucine residue is important for func-
tion in transcriptional activation mediated by the cAMP
receptor protein (CRP) transcription factors and DNA
enhancer (UP) elements, and that the leucine residue is
important for protein folding to expose the DNA
contact site for direct interaction with UP elements
(Murakami et al. 1996). This suggests the importance of
editing for regulatory function of chloroplast RNA
polymerase. Though no prokaryotic-type transcription
factor has been isolated from higher plant chloroplasts,
five ORFs encoding putative proteins similar to bacterial
transcription regulatory factors were found in the chlo-
roplast genome from the red alga Porphyra purpuria
(Reith and Munholland 1995). In addition, several up-
stream DNA enhancer elements have been reported in
chloroplast promoters (Christopher et al. 1992; Allison
and Maliga 1995; Kim and Mullet 1996).

Editing of this site was, however, found to be partial,
with editing occurring in 70% of transcripts in green
tobacco leaves and in 50% of cases in cultured non-
green BY-2 cells (Fig. 3B). This finding raises the in-
teresting possibility that two forms of chloroplast-en-
coded RNA polymerases are present in tobacco
chloroplasts and suggests that the ratio of the two
polymerases is regulated developmentally through RNA
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A Subunit assembly domain Trnnlcription. factor
contact domain
I 11 1
1 241 337
the o subunit of RNA polymerase
L
274 296
tobacco IDQ(S) E L PSRIY N C L KMSNIYTLL
maize IDQ L E L PSRTY N C L KRANIPSAL
black pine IDQ L E L PPKTY N S L RRANIHTLL
liverwort IDQ L E|L PARAY N C L KKVNVHTIA
E. coli VDD L E |L| TVRSA N C L KAEAIHYIG
B. subtilis IEE L DL SVRSY N C L KRAGINTVQ
chloroplast
DNA leaf cDNA  BY-2cDNA
GATC GATC GATC
- L) -
g, gy W g
[l L -
- - ~o
- L= e
L - - ——
s Bt -
= - -
- e
& = -

Fig. 3 A Schematic representation of the functional domains of the
RNA polymerase o subunit based on that in E. coli (Murakami et al.
1996). Amino acid sequences around the editing site are shown below.
Conserved residues are shaded. B Sequencing ladders showing partial
editing of tobacco rpoA transcripts in green leaves and nonphotosyn-
thetic BY-2 cells. The editing site is indicated by an arrow

editing. The o subunit possibly synthesized from the
unedited mRNA may lack the ability to interact with
putative transcription factors and UP-like elements.
This is reminiscent of the Chlorella chloroplast rpoA
gene, which is short and lacks a region corresponding to
the C-terminal domain (Wakasugi et al. 1997). The
overall transcription rate from consensus-type promot-
ers may be regulated in part by the ratio of two forms of
chloroplast-encoded RNA polymerases in tobacco
chloroplasts.
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