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ABSTRACT
We-have analyzed the nucleotide sequences of the nontranscribed spacer

(NTS) and transcription initiation and termination regions of the
extrachromosomal rDNAs of the ciliated protozoans Tetrahymena thermophila and
Glaucoma chattoni. The sequences surrounding the sites ofETranscription
fnitiation and termination are highly conserved. The only extensive
homologies of the NTS regions occur in five sets of dispersed repetitive
sequences. Type I, II and III repeats in the 5' NTS are strongly conserved
in sequence between Tetrahymena and Glaucoma in the case of the type I and III
repeats, and in location relative to the transcription initiation site in the
case of type I and II repeats. We identify two new repeat types, designated
IV and V. in the 3' NTS. The sequence of type IV repeats, and the location
relative to the transcription termination site of type IV and V repeats, are
conserved. All five types of repeats are interspersed with nonconserved DNA
sequences. These results suggest that the five repeat types in the 5' and 3'
NTSs are important in rRNA gene function; the sequence organization, and the
differing rates of divergence between species of the repeat types, provide
strong evidence for their functional selection through the process of
mol ecul ar coevol uti on.

INTRODUCTION
The ribosomal RNA genes (rDNA) in metazoan eukaryotes are organized as

hundreds of tandemly repeated units at one or more chromosomal loci (reviewed
in 1). Each unit consists of a nontranscribed spacer (NTS) and pre-rRNA
coding region. Nontranscribed spacers typically contain several families of
repeated sequence elements, and some types of these elements are likely to
function as promoters and enhancers of transcription in Xenopus laevis (2,3)
and Drosophila (4,5). The NTS sequence organization is poorly conserved, even
between closely related species (6-8). Experiments utilizing in vitro
transcription assays have shown that only promoter sequences and cellular
extracts from the same species will correctly initiate transcription (9-11),
suggesting that the rapid evolution of spacer sequences occurs even in
functionally important regions of the NTS. Through a process termed

molecular coevolution (12), rapid changes in spacer sequences that are
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necessary for rONA function must in turn be accompanied by compensatory
changes in the proteins that interact with the NTS.

The divergence of NTS sequences seen when rDNA units from different
species are compared contrasts sharply with the homogeneity of NTSs in rDNA
units within and between individuals of the same species. Molecular
mechanisms such as unequal crossing over and gene conversion operating in a
multigene family could result in the spread and eventual fixation of a variant
rDNA unit in a population of repeated rDNA units (reviewed in 7). Thus, these
mechanisms can account for both the rapid evolution of NTS sequences and the
intraspecies NTS homogeneity. The presence of repeated elements in the NTS of
a variant rDNA, by effectively increasing the frequency of recombination at

that unit, would favor the spread of that variant throughout the rDNA
population. This has led to the suggestion that at least some repeated
elements in the NTS may be maintained simply as a consequence of unequal
crossing-over in the multigene rONA family (6).

To define those structural elements of the NTS that are conserved in the
absence of selective mechanisms which function because of the tandem repeti-
tion of rDNA units, we have determined and compared comolete NTS sequences of
two ciliate species: Tetrahymena thermophila and Glaucoma chattoni. In T.
thermophila, the germline (micronuclear) haploid genomic complement of rONA
consists of a single rDNA unit (13). This micronuclear copy is the source of
several thousand identical amplified extrachromosomal rDNA molecules in the
transcriptionally active macronucleus. In many other inbred ciliates,
including G. chattoni (14), the amplified macronuclear rDNA consists of a

homogeneous population of molecules, arguing that they are also generated from
one or very few germline rONA copies. Macronuclear rDNA in T. thermophila is
organized as linear 21 kb palindromic molecules containing two head-to-head
copies of divergently transcribed rRNA genes flanked by 5' and 3'
nontranscribed spacers (5' and 3' NTSs). G. chattoni macronuclear rONA
consists of linear 9.3 kb molecules, each with a single rRNA transcription
unit and flanking 5' and 3' NTSs. The nontranscribed spacers of these
macronuclear rDNAs must include sequences involved not only in the promotion
regulation and termination of rRNA transcription (15-19), but also in
replication initiation (20,21), copy number control, packaging in nucleoli,
and excision and subsequent amplification of rONA molecules from the single
micronuclear chromosomal locus during macronuclear development.

Our analysis of the Tetrahymena and Glaucoma 5' and 3' NTSs shows that
the only conserved structures in these spacers are five types of repeated
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elements interspersed with unconserved sequences. Since the structure and
arrangement of these repeated elements cannot be accounted for by conventional
mechanisms of unequal crossing-over or gene conversion, we propose that they
are maintained by functional selection through molecular coevolution.

MATERIAIS AND METHODS
Preparation of rDNAs from Glaucoma chattoni and Tetrahymena thermophila

G. chattoni, strain GH-1, was maintained in stock cultures and grown as
described previously (14). Macronuclear rDNA was prepared by fractionation of
total undigested cellular DNA by agarose gel electrophoresis, and purification
of the 9.3 kb size class which consists of the macronuclear rONA molecules
(14). T. thermophila inbred strain B was grown and macronuclear rDNA was
purified as described by Wild and Gall (22), or by a modification of the
method of Din and Engberg (23).
Recombinant DNA Techniques and DNA Sequencing

For the determination of rDNA sequences, three plasmi ds containing
inserts of rDNA telomeric fragments were constructed from T. thermophila or G.
chattoni rDNA by treatment with S1 nuclease followed by complete digestion
with BamHI and ligation into PvuII-BamHI digested pBR322 DNA as described
previously for cloning other telomeric regions (24). pTrel and pGre7 contain
the telomeric BamHl fragments that include the 3' NTS from the T. thermophila
and G. chattoni rDNAs respectively. pGre2 contains the other telomeric BamHl
fragment from G. chattoni rONA including the 5'NTS. Each of these cloned
telomeric rONA segments carries a terminal stretch of C4A2 repeats (14,25,26).
The plasmid pTtrl, which contains the central HindIl fragment of T.
thermophila rDNA inserted into the HndIlII site of pBR322, was also used for
DNA sequence analysis. Techniques used in the construction and analysis of
recombinant DNA were essentially as described in Maniatis et al. (27).
Plasmid DNA for sequencing was isolated using the alkaline extraction
procedure of Birnboim and Doly (28) followed by either CsCl-ethidium bromide
density gradient centrifugation or phenol extraction and ethanol
precipitation. DNA sequence analysis was according to Maxam and Gilbert
(29).

Computer analysis of DNA sequences was carried out using a program
obtained from A. Delaney, University of British Columbia (30) extensively
modified by Yau-Hing Pak, York University. A program to find the optimal
alignment based on homology of a pair of similar sequences was written by W.
Gish, University of California, Berkeley and used with the asistance of Mike
Cherry, University of California, Berkeley.
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b TTTTTTTTG CTTTTTGTTG TTAGTTTTAT AGCCTTCAGC ACTATGTTGT TGAATTTTAC CTTCGAAAAT CACTTAAAAT TGAGTAATAA TTGGGTTTAA 100

AATTTAAATT TGAGTAGATA AGAATTAGAT GTTTATATTC TGCTAATTTC ACTGGTGAAA ATGTAGCAAA TAGAAATTAT TTTAATCTAA TAAACTAGCA 200

AATAGTATTT AAAACAAAAA TATTTGTTTT TTATGTTGTA AAATGTTTTA AATTAGATAA AATTTACAAA TTTACAAATT TTCAAGCAAA ATAGGTTCTA 300

AAAAATGAGA AAATATTACA TATTTTAGCT ATTTGACTAC TTTAATGCTA GTAAATTAAA ATGAATTTAA TTCATTTTCA CTTTAAAACA CTTATTTTAA 400

TAAAATATAT GATTTTAAAA TGATAAAATA TTTTTTAAGA GGTAAATTTA AGAAATTAGT TAAATTTTAA AGAAAAAGCA TCTAAAAATG GACAAAAATG 500

AAGTATTTCC TTTTTTTATA CATTTAAATG CTAGAAAATT TAAGTAAAAC ATTTATAAAT AAAAGTAAAA TAGTTTTAGG AATATGAGTA AATAGTTTTT 600

TTTATGTAAA AAACATTTTA TCAATTTCAT TTATTCATTT TAGTTAAATT TTTCATTCAC AAAAAACTTT TTTTTGGTAA AATAAAGACT TTATAAAGAT 700

AACTTAAAGA AAAAGTTTAT CTAGATTAAA AATATTGATT TTGAAAATTG CTCATTAGAT AtrTTTTTTGG CAAAAAAAAA AACAAAAATA GTA AAATC 800

ACTTTTTTTG AGAGTT AAA AAAAGACTTA GAAAAA TT TAAAAGTG* AAAAAAGACT TAGAGAAAt ATCAAAAAGA GATAAAAAGA CTTAGAGAAA 900
IIIa Illb IlIc

TrTTATAAAT TAAAATGTAG AAAGTAAATT TATTTTATAT TTTTTAATCA TTTAAATGCT AGTAAATTTA AATAAAACAT ATATAAAAAA ACATAAAACA 1000

ATTTTAACAG CATGCGTATA TCATTTTTTA TATGTAAAAA ACATTTTATC AATTTCATTT ATTCATTTTA GTTAAATTTT ACATTCAAAA TAAATTTTTT 1100

TTGATTAAAT AAAGAGTTCA TAAAGAGAAC TTAAAGAAAA AGTTTATCTA GATTAAAAAT ATTGATTTTG AAAATTGCTC ATTAGAAA rT TTTTTGGCAA 1200

AAAAAAAAAC TAATA AKCTTAGAAA AATITTTGAA AAATGAA AA AAAAGACTTA GAGAAALAA TCAAAAAGT|S AAAAAAGACT TAGAAAArT 1300
Ib IIId lIIe IIIf

TTTAAAAATG AAAAAATGAT TTAAGGAGAA AATTTTGAGT TGCGCTTAGA TTTTGTGTGA AGCI:ACTTAC AAAAAATGAC GGGAICTCGCT CAAATATTTA 1400

AGTGGOCTCG CATAAAATGA GTGAGTCACT AAAAAAATTA AGTG&AWrTCA CTTAAAAATG AGTGGAG CCA CTCAAAAAAT TAAGTGAFTC ACTTAATATT 1500
Itc Ild Ile lIIf II&

CGGCGGAq T AAACAAAAAT AAGTGGACTC ACAaAAAATT AAGCGGAI0 CGCTAAAAAA TGAGTGGACT CGCTTAAAAA TGAGTGGA'C CACTCAAAAG 1600
IIh IIO lII Ilk III

TTCAGCAGAQ CCACTTAAAA ATTTAGCTT AAATCAGCTC TAAATtTA-AT T`GACTTAGT GAAA4ATAGC GAAAATGAAA AAAATGAAAA AATGAATGAA 1700
II. III&

AACTGAAAAA TTTACAAGGG ATTGAAAATT TTGGCAGAGT ClTtTTTTTG GCAAAAAAAA AAACAAAAAT AGTA CCTT CCGAACTTTT TTGACTTTGA 1800
I c

GAAA TTCT TTGGCAAAAA AAATAAAAAT AATATCAGG GGGTAAAAAT GCATATTT,AA GAACGGGAAA CATCTCCGGA TCAAAAATAA AATATCAGCT 1900
Id

C -500 -250 0 250 500 750 1000 1250 1500 1750

Hf F HfT H1t mm8 T D C HaoT T T M T C
v vWv W T v v Vv v

d A "CAAAT TTTCCTTGTA AAATAACAAC AAAAAATACA AGGGATTTTC TAAATTATAA ATGGATGATT ATGCTACTTT CGCTTAATCT AGTTCTCGGA 100

ATTGTTGATT GAGAGCATAG AGCAGACTGT CATTAATCGA ATTAGGTATG GTAGTGCTTT AGTATGATGA CTCGATCGCG TCGAAAACAG GGATTTACTG 200

GTTTTTCAGA TTTTCATTCA AAGTGAATGA AGGATAAAAT GGTATAAAAT AAAACGTTTA AATAAGTTGA TGTTCTGGAG AAAGCGATGA ATCTTTTTTT 300

CGTTTGTGCG ATAGAGCATA CCTATTACTT CAAGAACCGC ATGTTCTTGG ATTATCCAAT CGGCGGCAAC TACTTCCATT TTTGCGATTA CTCTCAAAAC 400

AGGACTAATA AATTAAAAAA AATCACCTTT TTACTCACTT GAGATATGTT ATTTTTTAAA CGGCTTATCA TACCTAGCAT TTTTTTCGTC TGCTATGTTG 500

ACAACAATCT CCTACACACT TTCAATTACT CCTTACATAC CTTATTGTCA GCGTAAGTGC CTCAAATTGT TGAAATACTG CGTTTTTTTG CCATTTTTAA 600

AATGAATGAG AAAAAAATCG TAAAATTTAC AGTCAAAAAA GATTGGATTC AAGACTACCC TTATATTTAG ATTCTTCAGT TTTTTTACCA CTAGTATTGT 700

AGAACAGAGT TCAACACACA TTTCTATCTA GGTCATTTAA CGTAATTTGT AGATTTAATG TTGAAAAATA TGAGAATACA TCAAAAAATT GACATTTTTT 800

TGAATGGAGC TCGATTTTAA TGATTTCGGT TTTTTAACTA TTATAATAAT CTTAGGTAGC ATTTTATTCG TTGGATAAAC GTTTTAAACT ATGGCAAATA 900

AGAATAACAT ACTTTATTTG TTGAAATAAA GTTGGTTATA GGAGATTTAA AAGATCGATA AGTTTAGAAA TGGGAGTAAA AAAATTTTCA TTCAATTTTG 1000

AATTGAGATT ATTAGGTTCT ATCTCCTAAA TTAAACATAG ATTGCAAAAA CTTGATTTTG AGATTGCCCC TTGTAAAAT TTTTTGCCAA AAAAAATCTC 1100

AGGTATACCA qGTTTTTCAA |AAAAAAGACT TAGAAAA44 TTCAAAAATT TTTTCAAAAA A T TTCAGCGGGA TTTTGGAA TTTGGCTGGG 1200

ATTTTTCTGA TTTGGCCGTG TTTTTTTCTG ATTTTTCTCA TC CCGGCCA AATTTTCAGC GGGGA TCAC TCGATTTTTC AGCGGAGGAA AATATATA 1300
IIb IIfc

ATTTCAGCGG GGAT06CGCTT AATTTCAGCG GAGAjATTAA AACCCAGCC AAATTTCTGC GGGGA AAGG GTTGT CCCG CTGAATTAAT CAGGTGCGA 1400
Ild IIe IIf lIg

36AAATTTCA GAAATTTTAT CAGAGTCTTfr TTTTTGGCAA AAAAAAATCG GATATATCAG GGGTGGGGGT AAATTGGCAA AATCGACTTC GAFTTCTTGG 1500

CAAAAAAAAA ATCTGAGATA TCA 1GGGGT AAAAATGCAT ATTT,AAGAAG GGGAAACATC TCCAGATTAA AAATAAAACG TGAGTTCGAT TTGAGCTTCT 1600

GGTGGTTCTT TTGGGATCTT TCGGGAACCC AAGGATAAAA CCGGTTAAGT TCTAAGTGCA CTGGCGTTTT TCTCTATGGC TTCGGCGTCG AGCTGATAGC 1700

CGCTGAGGGT CTGGCGAAGG TTTTTCTGGA TTACGGCTCG TATTAGAGCA AATGGCCCTA CTGGAATTTC CACGTGGGCT GTGCAATTGT CGCTGCAAAA 1800

GATTCGCAAG AATCTTTTCC CAGTGAGAGT TGTTGTATCG AT 1842
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RESULTS
The 5'NTS Sequence of Tetrahymena and Glaucoma rDNA Molecules

We determined the complete nucleotide sequence of the 5'NTS and part of
the external transcribbed spacer (ETS) of the extrachromosomal rDNA molecules
of the ciliated protozoa T. thermophila and G. chattoni. The sequencing
strategies are given in Fig. la and c. For T. thennophila the sequence
presented (Fig. lb) includes sequences determined in this study, sequences
near the center of the molecule we have previously published (31) and ETS
sequences recently reported by Engberg et al. (17) and confirmed by ourselves.
The sequence numbering starts at the 5' end of the central 29 bp
nonpalindromic region (31), and the orientation of this region with respect to

the palindromic region is the same as in the linear 11 kb form of the rDNA
found in developing but not mature vegetatively growing cells (32; Challoner
and Blackburn, manuscript in preparation) and in the single integrated rDNA
copy in the micronucleus (M.-C. Yao, personal communication). There are a few
minor modifications to previously published sequences (31). The telomere
associated sequence of the G. chattoni rDNA (bp 1-200) will be discussed in
detail elsewhere (Challoner and Blackburn, manuscript in preparation), but the
sequencing strategy and sequence of the entire NTS and flanking regions is
presented here for completeness and ease of reference.

We compared the T. thermophila and G. chattoni sequences with each other
and with the sequence of the analogous region from T. pyriformis (15,33) using
computer generated two-dimensional matrix plots (data not shown). Pairwise

Fig. 1. Sequence of T. thermophila and G. chattoni rDNA 5'NTS and adjacent
regions.

a. T. ermohRila 5'NTS sequencing strategy and partial restriction map.
Sequencing oTte regons shown (+) was according to Maxam and Gilbert (29).
Fragments were end labelled and sequences read towards the arrowheads. All
regions not sequenced have been previously published (17,31). C = Clal; D =
Ddel; E2 = EcoRII; F = Fokl; H = HindIII; Ha = HaeIII; Hf = Hinfl; Hh = Hhal;
M = Mspl; R = Rsal; S = SfaNl; T = Taql; X = Xbal.

b. T. thermophila rDNA 5'NTS sequence reading in the 5'+3' direction
beginning it the non-palindromic region (bpl+29, double underline) at the
center of the molecule. Transcribed region begins at bp 1859 (17) and is
underlined. Repeated sequences are boxed and named below each box.

c. G. chattoni 5'NTS sequencing strategy and partial restriction map.
Sequences were determined from the plasmid pGre2. The thicker segment of the
map from +6 to -200 is telomeric C4 A2 repeats (14) with pBR322 vector to the
left and rDNA 5'NTS to the right of the C4A2 repeats. Sequencing strategy and
restriction sites are as described for Fig. la.

d. G. chattoni rDNA 5'NTS sequence reading in the 5'+3' direction
beginning at the iist proximal telomeric C4A2 repeat (bp 1+6, double
underline). Transcribed region and repeats are indicated as described for
Fig. lb.
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comparisons of the Tetrahymena and Glaucoma sequences showed that the pre-rRNA
ETS and about 140 bp of 5'NTS adjacent to the site of transcription initiation
are the only sequences well conserved among the three species. The high
degree of homology in this region is illustrated in Fig. 2, where sequences
flanking the transcription initiation region from the three species are
arranged to give optimal alignment.

Niles et al. (15) have reported that an array of three types of repeated
sequences, referred to as type I, II and III repeats, are present in the NTS
region of Tetrahymena pyriformis. We found similar repeat arrays in the
analogous regions of the T. thermophila and G. chattoni NTS, as shown by the
boxed sequences in Fig. lb and d. A detailed comparison of the organization
of the repeat arrays in these species is presented in Fig. 3a. The
The sequences of the individual members of the three repeat types are aligned
in Fig. 3b to produce the maximum homology of repeat members for both intra-
and interspecies comparisons. These conserved repeated sequences are
embedded in a completely nonconserved matrix. From the data in Fig. 3 it is
seen that both the sequences and positions of the three repeat types are
remarkably well conserved among the three ciliate species. Considering only
the DNA sequence, the conservation of the repeat elements is: type III >type
I >>type II, while the constraints on the number and location of the repeats
are: type I >typeIl >type III. It is in fact because of the extremely high
conservation of both the position of the type I repeats, and the sequence
around the transcription start site, that by analogy with the two Tetrahymena
species we infer transcription in Glaucoma to initiate with the A residue at
position 1545. Finally, it is notable that the sub-domain of a type I and
three type III repeats proximal to the transcription initiation site in T.
thermophila is duplicated approximately 400 bp upstream in this species. This
subdomain is part of a larger -420 bp tandem duplication from bp 500 to bp
1340 that is not found in T. pyriformis or G. chattoni.
The 3'NTS Regions of Tetrahymena and Glaucoma rDNA

We determined the complete nucleotide sequence of the G. chattoni rDNA 3'
NTS and 260 bp of the adjacent 26S rRNA coding sequence (Fig. 4c,d). We also
completed the sequence of the corresponding region in T. thermophila rDNA
(Fig. 4a,b). The sequences in Fig. 4 both read from 35S pre-rRNA towards the
telomeres and are numbered so that transcription termination is at bp 260.
Again, the telomere associated sequences of the G. chattoni 3'NTS
(bp 1151-1351) will be discussed in detail elsewhere (Challoner and Blackburn,
manuscript in preparation), but are included here for completeness.

2667



Nucleic Acids Research

4 e zF

U4 4
:

*
t

1. t"
tz tW

* tH
-

1
< *

:td tW

t:

a

4 4444444N

44 4 4 4 4 4 4 4

0H0s0H 0 0

O 4O
0 0

O

0 0

O O0
0! 0 0 0 0 4.O

44444OO4O 4
O.4O4O4o4O4. o
h. 4. 4. 4. 4

4.o 4o.4e.otb

444.4444UQ t
44 4. .th4hthF

* 4.th 4Hth t

4th 4 4H

4.4.h^ < <
4 4 4th 4. 4

9
E

4

r4
A

itt

;0

a

ft6

0

8

}

I:

I
I

U

U

i

AI
S;
A

.1A
0

it
I

I

U

641
m4
A

i

A

'U

a0

2668

a
11

10

-4
.4
-4
-9
-4
-4
4
-4
-9
.4
-4
-1
.4
-4
-4
0

N

0

2-
9-

a
.1

0

-4

.4
-4
-4
-1
-4
-4
.4
-4
-9
-9
-4
-4
-9
-4
-4
0
0
a

u

9-

8-

la

I- a

I*O I
. <4

11

11

100 "I. . 04 0 .4
1-u "
1- 8-"
.4 8- -1
4 -44
.4 1-4
4 4 4
.4 .4 .4
.4 0. 11

I. . 4
18- to -d
:0 -d4

4 w "
u " I-

Iu 0

.49-
a
a
0
a
-4
.4

8-.4
4
-9
-1
0
-4

w.4
0
G-
U

A 0 v a % la A I 11 4 - a

a a a a

9 0
-4 .4
0 a
l. .-
a a
14 -9
a 0
B- S.
a .4
-1 -4
4 .4
4 .4
-4 .4
-4 .4
-4 14
0 v
1- O.
u w

4 .4
w 0
0 u

w

1. 4

.11

O-

.J.
a
-4
-4
-4
.4
.4
.4
w
1-

w
1-
9-

ft

-4 4- .4
4 4 4
4 4 :

4
.4 -4
4 4 4 4
4 4 4 :
4 4 :

a
0 -9

. : 4 4

11- N & V
& & : w
C. a 0
4 4 .1 4

14 -4 .9
4 4 4

-4 -4 .4
A A w

. A b M

<4
a

<4

-1
-4
-4
-4
0
-4
0
-d
p
40
0
-9
0
-4

-4
-4
-9
-4
-4

IN

0

1 -4

-4
-4
-4
-4

4-4

CAa

j 'O:
0- .4

.. 4A

-4 -9
-4 -4I 'O 'O
4-4
-4 .4

.,

0a

8- 8.
1- 9-
5-p
6- 4-
V9.

q'a



Nucleic Acids Research

Computer analysis of these Glaucoma and Tetrahymena sequences revealed
that the most extensive homology is found in the 3' end of the 35S pre-rRNA
gene and the adjoining 40 bp of the NTS. The alignment of this region for
maximum homology, including the published sequence from T. pyriformis rDNA
(19), is shown in Figure 5. Although the 35S pre-rRNA transcription
termination site of G. chattoni has not been directly mapped by Si nuclease
protection experiments, it has been mapped for both T. thermophila and T.
pyriformis rONA (18,19). The strong conservation of this sequence in G.
chattoni argues that this sequence is also the transcription termination
region of G. chattoni. This conclusion is reinforced by restriction mapping
and sequencing data obtained for G. chattoni sequences upstream in the 26S
rRNA coding region (data not shown), where the conservation of restriction
sites and DNA sequences between the T. thermophila and G. chattoni pre-35S
rRNA genes allows the unambiguous alignment of the upstream 26S rRNA coding
sequences.

The analyses of the 3'NTS regions of Tetrahymena and Glaucoma rDNA

revealed two new types of spacer repeats. First, as shown in Figures 4b and
4d, the 3'NTS's of G. chattoni and T. thermophila each contain a
characteristic array of repeated DNA sequences, which we denote type IV

repeats. The alignment of sequences surrounding the transcription termination
regions of G. chattoni, T. thermophila and T. pyriformis also shows that the
two type IV repeats closest to the transcription unit are common to all three

species (Fig. 5). The position relative to the transcription termination site
of the first type IV repeat, IVa, is highly conserved, being 10 bp downstream
from the termination site in all three species; the second repeat, IVb, is
separated from IVa by a distance which varies between 79 and 89 bp in these
ciliates. In G. chattoni seven other type IV repeats (IVc-IVi) are

distributed downstream from repeats IVa and IVb as shown by the boxed

sequences in Fig. 4d. The positions and sequences of the type IV repeats from

Fig. 3. Organization and sequences of three repeat types in the rDNA 5'NTS.
a.O rganization of the three repeat types, using momenclature of Niles

et al. (15), in the 5'NTS of G. chattoni (G.c.), T. pyriformis (T.p.) and T.
thermophl (T.t.), aligned fFom transcription iniiation sites at the extreiie
rfg7t of the figure. Members of each repeat type are named above the filled
boxed areas representing the repeat. Open boxed areas between repeats
represent non-repetitive sequence.

b. Comparison of the primary sequence of all Type I, II and III repeats
of G. chattoni, T. pyriformis and T. thermophila. Nomenclature is consistent
witW part a of tWisfigurF. SequenceF .pyrriformis are from refs. 15 and
33.
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a
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b
GAATTTCTAC CATCTGCTCA CATTCACCCC CTCTCCTTAC ATTTATCTCA TCTCCCTTTA, TTTTTTACT CTGCTGGGGT TGTTAA TCT TAAGAAATTT 300

Ia
TTTATCTTTT CATTTCTTTA ATTTAATTTT CTTTAACTTT ACTAAATTTT TTTCCTTTTT TC GTCACTG GGTTATTA* TACTTAGACA TTTTACATTT 400

TATCAAATAA TTTATCAACT CATTAAAACA AAACAAAACA AAGTTAAAAA AAACTCAATA CATTTCCTAA TAACATCCAA ACCACCTGCA ACCCAATTTT 500

TCTCATTTGG AAACCTTCAA TCAACTGCTT ATAAATAAAT TATAAATCAA TATTAAAAAT CTTAAACTTT TATCTTATTT CTTACTAAAA AAATTCAATA 600

CTTCTCTTTA AGCTGATATA AGTCTTTATC CATGATATCT TAAAAGTTAC CCTTAAAATT ATCCTTTTTA CCCAGAATCA GCTTACCTAA ATTTTTTCTC 700

AAACTAAATT TTTTTTAAlO CAAATIAT GAAAAAATTT TAGTATTTTA TAAATTCT TCATTCAAAT TTTACCCACT TATCAATTTA TTTTTTTTTR 800

TGACTAAAGC AGTCCCAGAG CCTTTCTCTA AAACTTGAAT TTTATTAACA GrGCCACTTT TATACAAAAT TTTGCATCCA TTTCCTCCCC CTCCAATGCA 900

AAAATTCCCA AACTCCATTfCAATGAAAA xGATGT AA^^*AAGT AAAATTTTCC TT*TAAATGAAA TTAAAACAg CAAAATCAAT 1000
vb3 Vb2 Vbl

CAAAAAATCT TTGCATTTTA ACAAAATTTT TCATTCAAAA TTTCACCCAC TATCAATAC TTTTTTTTCT CCACCGTCATTGTTTTCCT 1100
Vb

AAAACTTGAC TTTTAT AAC A CAAAATC AATGAAAAAA TCTTTCTATT TTkACAAAAT TTTTCATTCA AAATTTCACC CACTTATCAA TATATTTTTT 1200

TTA^GSCCTC CCTCCAGCCT *ATATTCTTT CC AAA T G C TTTATT AACA CAAA A CAATCAAA AAATCTTTCT ATTTTAACCA AATTTTTCAT 1300

TCAAAATTTC ACCCACTTAT CAATATTTTT TTT C T T TGATTTAAAA ACTTCACTTT TTTCAAGA* ACCACTTTAT 1400
Vd

TAGATAAATC TCTTTTTTAC CACGCCTTGT CCAATCAATA ATTTGCTAAA GTCGATTTCA ATAAAAATTT TTTTGCGTGT AAAAATGCGC TAAACTACCC 1500

TTACATTTTA ACTTTATCCC ACTTTAATTT CAAGCGTAAA AATAAAAATC CCACACAAAA ATTAACTGGA AATTGATGCA AAAATTTCAC TAAAATTTAA 1600

TTCAATAAAT ATGTAAAAAT GGTTGATCTC TATAATTTAT CAGATTTCCA TTATTTAAGC CTTATAACAA ATTTTAAATT TAACCCGGAA CCTT 1694

C
0 250 500 750 1000 1250 1500

HD H E2
V T R D T Hh D T D MD

d
TCTAACTCAC AATCCATCCT GGAAAGCCAT CTCTTCCTCA TCATAAAACC AAAAAAACAT AAGAAATTAA GTTCCAAACG TACACCGGAG AACACCGGAA 100

CACCTTCATC TTAACTGCTA ATCCTAATTC CGAATTATCA TCACCATAAA TCTTTTGTAC ACCACTTAAA ACGCAACGCG TATTCTACAC CTCAGACTAC 200

AATCTTCTAC GATCCCCTCA CATTCAGCCC CTCTCCTCAC ATTTATCTCA TCTCCCTTTC, CTTTCTTTCF CTCCTCGCCT TATTAJCTAC TTATACAAAA 300
IV&

AAAAAAAACA AAATTAATTT TTCATTTTTT AATCTTGTCA TTCATCTGTC CATTTATTCT TTTGTCTCTC CTCG:CTGCTGGGGTTATTA WATTACTAA 400
IVb

AATGAAATCT ATCTAAAACRTTCCTGCCCT TATTAWTAA TCATTCCTCT TTCCOTGGATT TTAACTCAAA TTTACTAATT CTCCTGGCC TTTTTTCT 500
ivc IV4

TTGATACTAA ACCCCTAAAT TA AATTCATGAC ATCTCTCTCT ATTACTGCT GGGGTTGTTA ITACTTACT TCAAATTAAA 600

AAATATCAAT CAATA fCTA CTCCCGTTAC TAAOTCTTAT TTACAATAAT TCTTATACTC GCACGCTCC T0CCCTTAAT A TACAATT TTTTACAATA 700
IVS IVh

ATCPCTCCTC GGGTTATTAAI ACCCTTCTCA ATATCATAAA ATAT1GT ACTT GGT TGGCT 600

AT AATCTA A ACAAAAAA TCACTT AC 900

ATATATCATT___ A~TAATAATV TCC TTATA OTTTCGTTOCA TTCAATTTTA TATT100

TO_CGC CACTTTTTGAAATTTTC CTTTATTTTT CCTTCCATTC 1100
Vc

AbAAA TC AAAAATAAAA AATCAACGTA ACAAGACAAA ATA ATCCT TCATTTTCAA TCAACTTACT TCATAAAATC AAAATCATTT TTTCCCCCAC 1200

CCACATAATT CAACTAACAA CTATTTTATA TTCTTATATT TCTACTATTC CACTTCTACA CTTACATATA CCTCAAACAC CATTAATTAT ATCCATTTTC 1300

CATTCATCTT CCATCACAAT CTATCCTCTT ACATACACTA TACTAg!jGT 1351
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G. chattoni, T. thermophila and T. pyriformis are compared in Figures 6a and
6b respectively, showing that the 17 bp sequence is highly conserved both
within and between these three ciliates. Repeats IVb to IVi are quite
regularly spaced in G. chattoni, with the length of nonconserved sequence
between the repeats varying from 21 to 44 bp.

The second type of repeated sequences in the 3'NTS regions of G. chattoni
and T. thermophila, occuring distal to the type IV repeats, are termed type V
repeats. The length of each type V repeat unit is -130 bp. They are most
obvious in the 3'NTS of T. thermophila, which has four type V repeats, Va-Vd,
as shown in Figs. 4b and 6a. Repeats Vb, Vc and Vd are tandemly repeated.
Repeats Va and Vb are separated by 138 bp that are notable not only for a
length very close to the type V repeat length, but also for including three 11
to 16 bp sequences (termed Vbl, Vb2, and Vb3) that are duplications of one en&
of the type V repeats (Fig. 6b). In the lower portion of Fig. 6b the type V
repeats of T. thermophila are aligned to show that while the majority of the
repeat sequence is very well conserved, a 24 bp section beginning 31 bp from
one end is different in each type V repeat unit. These "variable' regions
have an average G+C content of 45X, or more than twice the 20X G+C found in
the rest of the repeat sequences. The presence of these G+C rich variable
sequences suggests that different sections of the type V repeats are subject
to different selective pressure.

Fig. 4. Sequence of T. thermophila and G. chattoni rDNA 3'NTS and adJacent
regions.

a. T. themophla 3'NTS sequencing strategy and partial restriction map.
Sequences were determined from the plasmid pTrel. The thicker segment of the
map from 2053 to 2388 represents telomeric C4A2 repeats with rONA 3'NTS to the
left and pBR322 vector to the right of the C4A2 repeats. All regions not
sequenced have been previously published (18,261. Sequencing strategy and
restriction sites are as described for Fig. la, except S = Sau96I.

b. T. thermophila rDNA 3'NTS sequence reading in the 5' 3' direction
beginnning with the last 60 bp of the pre-26S rRNA coding region (underlined,
18). Repeated sequences are boxed and named below each box. Thick underline
in Type V repeat boxes indicates region of variable sequence. The listed
sequence ends at the most distal HindIII site of the rDNA molecule
(bp1689-1694). The remaining 358 bp of the 3'NTS is published in ref. 26.

c. G. chattoni 3'NTS sequencing strategy and partial restriction map.
Sequences were determined from the plasmid pGre7. The thicker segment of the
map from 1346 to 1574 represents telomeric C4A2 repeats with rONA 3'NTS to the
left and pBR322 vector to the right of the C4A2 repeats. Sequencing strategy
and restriction sites are as described for Fig. la.

d. G. chattoni rDNA 3'NTS sequence reading in the 5' 3' direction
beginning iith the liast 260 bp of the pre-26S rRNA coding region. Transcribed
region and repeats are indicated as described for Fig. 4b. The listed
sequence ends at the most proximal telomeric C4A2 repeat (bp 1346+1351, double
underline).
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GCC;CTAAGTCAGAATCCATGCTGGAAAG---TT6AT--G-A-TAA--TTAAAA AGTTCGAAA C A GC .
tGCCTCTAAGTCAGAATCCATG,CTGGAAAGC GCA AG TGATGA AACGAAAAAA TA GATTAGGTTCGAAAGGTA UCGA GC .t.

150 too

GCTTATCTAGCGCTATCTAATT ACT AAATCTTTTGTAGACGACTTA CEGGAACGGGTATTGT C GAGAGAA TAC..
AGCTT6 TTAACTGCTAATCGTAGTCCAA ATATC TAAATCTTTTGTAGAC6ACTTA AACGGGTATTGTAAGCATGA6AGTAGA TCT r t.
AGCTTG CTTAACTGCTAATCGTAATTCCAAATTATCATCTACGTAAATCTTTTGTAGACGACTTA APCGGAACGGGTATTGTTAtiTTGAGAGTAGA/ TCTAC r.p.

2 50 300
T GAGA CAG CGTTGATTATCATCTCCCT T CTGGGGTTATAACTACT--- AC- AAAAAA G.o.
TC GCTGAGATTCAGCCCGTCTCCTTAGATTTATCTCATCTCCCTTTATTTT CTTCTGCTGGGGTT&TAACT9CT AG TTT T.G.
TCTGCTGAGATTCAGCCCGTCTCCTTAGATTTATCTCATCTCCCTTTATTTTT TTCTGCTGGGGTT G[TAACTACT GA &TTTA ATA GAAAA r.p.

uS pre26S term IV.

-T-TTGTT TTTCTTG A TTTT CGTTATTAA ..
_- A GTTT-GATT rTTA T TC--TTTAG A TTTTTTTT ATCA }1GGTTATTAAA T.t.

GATGTTT T G G-T G-- T TT TGCTGGGGT TLjA ACiTTT T

IVb

Fig. 5. Comparison of the pre-rRNA transcription termination site and 3'
flanking regions. The optimal alignment of the region surrounding the pre-26S
rRNA transcription termination site that is conserved among G. chattoni
(G.c.), T. thermophila (G.t.) and T. riformis (T.p.) is shown TseeT181F
- indca gap ntroduced to nment. Sequences are 5' to 3'
left to right so that transcription is rightward toward the terminal
nucleotides of 26S and pre-26S rRNA as determined for T. pyriformis (=; 19)
and T. thernophila (v; 18). Boxes enclose positions where identTciaTbases are
foun-? in at least two of the species. The numbering refers to the G. chattoni
sequence and is consistent with Fig. 4d. Type IV repeats are underTinea.

The structure and location of the analogous G. chattoni type V repeats
are given in Figures 6a and 6b. Like the T. thermophila type V repeats they
contain regions of variable sequence, but in G. chattoni each type V unit has
two regions of variable sequence, and the ratio of variable to conserved
sequence is much greater. The Glaucoma and Tetrahymena type V repeats have
short sequences in common, such as CCACTT and MTCATTCAA, but in general the
sequence of the type V repeats is poorly conserved between the two organisms.
However, three features of the Glaucoma and Tetrahymena type V repeats are
very similar. As mentioned above, their length and the presence of variable
sequences within the repeats are conserved between Glaucoma and Tetrahymena.
Also, the distances from the most proximal repeat, Va, to the transcription
unit are 485 bp and 459 bp in Glaucoma and Tetrahymena respectively.
Therefore, the most important characteristics of the type V repeats based on
conservation among Glaucoma and Tetrahymena seem to be size, location, and
morphology (i.e. the interspersion of variable" and conserved sequences
within the type V repeat unit).
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DISCUSSION
Structure of the Transcription Initiation Region

As in other eukaryotes, 5'NTS sequences and possibly sections of the 5'
ETS in Tetrahymena and Glaucoma probably function as promoters and enhancers
of rRNA transcription. Niles et al. (15,33) showed that the 590 bp of 5'NTS
adjacent to the initiation site in T. pyriformis rDNA contain three types of
dispersed repeated sequences. T. thermophila also has three repeated sequence

types, organised in a similar array, in the 670 bp immediately adjoining the
rRNA initiation site. We find a very similar pattern in the corresponding
region of the Glaucoma 5'NTS, indicating that the array of promoter associated
repeats is highly conserved (see Fig. 3). However, while the sequences of the
type I and type III repeats in Glaucoma and Tetrahymena are conserved, the
tyDe II repeats at positions 1170 to 1400 in Glaucoma and 1360 to 1630 in T.
thermophila are not homologous. A similar pattern of homology is observed
when Glaucoma sequences are compared with those of T. pyriformis. There are
no other long homologies between the Glaucoma and Tetrahymena 5'NTS sequences
distal to the repeat array.

The most constant feature of the repeat domain in the 5'NTS adjacent to

the 35S pre-rRNA coding region is the position of the two type I repeats
within 120 bp of the transcription initiation site. A type I repeat is also
found in all three organisms at the distal end of the repeat region, although
the distance from this repeat to the initiation site varies from 432 to 637
bp. Next to this distal type I repeat, all three rONA molecules have one to

four type III repeats with a highly conserved primary sequence. The position
of the type III repeats relative to the transcription initiation site and the

position and number of the less conserved type II repeats are both quite
variable. Nevertheless, the strong homologies between the Glaucoma and
Tetrahymena upstream repeats, and the overall similarities of the arrays in
each species suggest that these repeats have a function in the initiation of
pre-rRNA transcription.

Several features of the ciliate rONA promoter and upstream region are
similar to the rRNA promoters of higher eukaryotes. Data from other organisms
suggests that some sequences 3' to the NTS/ETS boundary may be essential for
transcription initation (34-36). The extremely strong sequence conservation
in this region among ciliates (see Fig. 2) is consistent with this
hypothesis. In Xenopus laevis the segment from -142 to +6 bp (relative to the
transcription start site) is required for maximal rRNA transcription (37 38);
the corresponding region of the D. melanogaster rRNA promoter is located
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between -43 to -27 bp and -13 to +4 bp (39,40). A section of these
functionally defined Xenopus and Drosophila promoters are duplicated a
variable number of times in the rDNA NTS. In Xenopus the duplicated region is
from -145 to about +1 (41,42); in Drosophila the duplicated region is from -18
to +24 bp (5). Clearly, the organization of the type I repeats in ciliates is
qualitatively similar to these duplicated rRNA promoters in higher eukaryotes.
Moss (3) has shown that in Xenonus oocytes injected duplicated promoters can
bind RNA polymerase I and initiate transcription in the NTS. Transcription
has also been observed to initiate in vitro in the analogous region of the
Droosphila NTS (4). By analogy to these promoters and ITS promoter-like
duplications in Xenopus and Drosophila, the type I repeats also probably
interact with RNA polymerase I.

A second similarity between the Xenopus and ciliate NTS is that the
Xenopus promoter duplications are separated by a series of tandem "60/80"
repeats (41). The type II repeats in the Glaucoma and Tetrahymena 5'NTS are
found in a location equivalent to the 60/80 repeats. Niles et al. (15) have
postulated that if the type I repeats are in fact RNA polymerase I binding
sites, then the type II and type III repeats may have a role in regulating or

enhancing transcription initiation.
Comparison of the 3'NTS Re2ions of Glaucoma and Tetrahymena

The major conserved structure in the 3'NTS are the type IV and V repeats,
embedded in otherwise diverged sequences. The alignment of Glaucoma and
Tetrahymena sequences in Fig. 5 shows that the only highly conserved sequences
in the 3'NTS iimmediately adjoining the termination site are the IVa and lVb
repeats, although by fixing the position of these repeats, some scattered
homology in the sequences between IVa and IVb suggests a common origin for
this region. In addition, a T-rich sequence, characteristic of RNA polymerase
I termination sites, precedes both IVa and IVb. Thus, it is possible that lVb
and the T-rich sequence may be an additional, or ifailsafe", termination site
for the 35S pre-rRNA transcript. While the strong conservation of the

Fig. 6. Organization and sequences of two repeat types in the rONA 3'NTS.
a. Organization of the Type IV and Type V repeats in rDNA 3'NTSs aligned

from transcription termination sites at the extreme left of the figure.
Members of each repeat type are named above the filled boxed areas
representing the repeat. Variable regions of Type V repeats are shown by
hatched bars. Open boxed areas between repeats represents non-repetitive
sequence. ND = not determined.

b. Comparison of the primary sequence of all known type IV and V repeats
of G. chattoni, T. pyriformis and T. thermophila. Nomenclature is consistent
witW part a o tWis ¶rgureT Sequences for T. pyriformis are from ref. 19.
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sequences and positions of IVa and IVb relative to the transcription
termination site makes it very probable that they play a role in transcription
termination, this does not explain the function of repeats IVc to IVi in the

Glaucoma 3'NTS, which lack adjacent T-rich sequences.
A peculiarity of the highly conserved type IV repeats is that the central

7 bp, AACCCCA, of the 17 bp sequence is also found in the telomeres of

Glaucoma and Tetrahymena macronuclear ONAs. The telomeric sequence in these
organisms consists of tandem repeats of the hexanucleotide CCCCAA (14,25).
Furthermore, the AACCCCA sequence in the type IV repeats has the same strand
orientation as the distal telomeric sequence. In the hemoflagellate
Trypanosoma brucei a similarly non-random occurrence of telomere-like
sequences occurs just downstream from some copies of variable surface
glycoprotein genes (24,43). Like the Tetrahymena rRNA gene, these expressed
or expressable genes are located near the ends of nuclear DNA molecules, and
the strand orientation of the telomere-related sequences also matches that of

the telomeric repeats (43). The significance of the non-random occurrence of

telomere-related sequences downstream from telomeric genes is not currently
understood.

The type V repeats which we have identified in G. chattoni and T.

thermophila are conserved in position relative to the transcription unit, but
not relative to the end of the macronuclear rDNA molecule. In data presented
elsewhere (Challoner and Blackburn, manuscript in preparation), we have shown
that in two strains of Tetrahymena pigmentosa, the sequences extending 700 and
1300 bp from the rDNA telomeres do not contain type V repeats. Thus, a role

for the type V repeats in telomere formation or function seems unlikely. An

analysis of T. thermophilia 3'NTS chromatin structure (Budarf and Blackburn,
manuscript in preparation) revealed that the type V repeats define a region of
unique non-nucleosomal chromatin that is bounded on the distal side by phased
nucleosomes. Taken together, these results suggest that type V repeats
function either in the packaging of rRNA genes in the nucleolus or in
transcriptional control.

There are several striking similarities between ciliate type V repeats

and a set of tandemly repeated sequences recently identified in the 3'NTS of
Physarum polycephalum (44). Specifically, the Physarum repeats are also 130
bp long, and are located in the same position relative to the rRNA coding
region (i.e. they begin approximately 470 bp from the termination site). The
ciliate type V repeats and the Physarum 130 bp repeats do not share any sig-
nificant sequence homologies: this is not surprisinq, since even at the
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evolutionary distance between Glaucoma and Tetrahymena the type V repeat
primary sequence has diverged.
Evolution of Spacer Repeats in Eukaryotic rRNA Genes

Our analysis of both the 5' and 3' NTS of extrachromosomal rDNA from two

ciliated protozoan species reveals conservation of both sequence and position
of five types of repeated elements. All of these conserved sequence elements
are embedded in a matrix of nonconserved sequences. Repeat types I-III were
identified previously in the T. pyriformis 5'NTS (15); our finding that they

are highly conserved in two other ciliate species provides evidence for their
functional importance. Repeat types IV and V have not been identified before.

The domain of repeats adjacent to the transcription initiation site in
ciliates (types I-III) is the only example in which classes of repeat elements
upstream from the rRNA transcription initiation site have been distinguished
by different rates of sequence divergence. Similarly, of the 3'NTS repeats,
we find that the type IV repeats are analogous to type I repeats in the strong
conservation of both sequence and position relative to the transcription unit.
In contrast, the type V repeats, like the type II repeats, consist of
sequences that have diverged between Glaucoma and Tetrahymena, but are highly
conserved in position relative to the transcription unit.

The rapid rate of type II repeat sequence divergence may be relevant to
studies showing strong species specificity of the rRNA promoter in cell-free
transcription systems from other eukaryotes (11,45,46). Irt these experiments,
cellular extracts for RNA polymerase I transcription initiated transcription
from the homologous, but not the heteroloqous, rONA promoter, even when
promoter-homologous RNA polymerase I was included in the assay. Thus, the
species specificity of rRNA transcription initiation is not solely a function
of the polymerase and promoter interaction, but must be mediated by other
trans-acting factors. The molecular coevolution of such factors and
corresponding rapidly evolving NTS recognition sites provides the simplest
explanation for this specificity. In the ciliate 5'NTS sequences described
here, the divergent type II repeats are a probable source of species
specificity at the ciliate rONA promoter.

The type III repeats, although variable in number and position, have the

most highly conserved sequence of the 5'NTS repeat types. These repeats have
been shown in Tetrahymena to be sites for cleavage (O. Westergaard, personal
conmiunication) by a strand specific, endogenous SDS dependent nuclease (47).
Although the type III repeats in T. pyriformis and the upstream copy of the
repeats in T. thermophila are near the in vivo origin of bidirectional
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replication of these rONAs (20,21), they are not necessarily involved with
replication function; only one of the two ARS elements in the 5'NTS of T.
thermophila contains type III repeats (26,48). Further discussion of the
replication of the protozoan rONAs is presented in the accompanying paper
(48).

The structural organization of spacer repeats that we find in ciliate
nontranscribed spacers have obvious implications not only for their functional
significance, but also for the evolutionary relationship of spacer repeats in
general. Clearly, as the sequence of a set of repeat types changes, there is
some mechanism which ensures that all elements of the set remain homogeneous.
It has been suggested that tandemly repeated sequences will be homogenized by
unequal crossing-over between the repeats in sister chromatids (49,50).
However, in each ciliate species all the arrays of NTS repeats are

characterized by the presence of highly conserved regions interspersed with
divergent sequences. This interspersion of conserved and divergent sequences
in an array precludes simple mechanisms of unequal crossing over or gene
conversion to maintain homogeneity within a species, since neither unequal
crossing-over nor gene conversion alone would result in the observed dispersal
of conserved repeats in a matrix of nonconserved DNA.

Furthermore, because there is only one rDNA copy in the T.
thermophila germline genome, and probably one or only a few in G. chattoni, no

opportunity exists' for the spread of changes in these rRNA gene spacers by
unequal crossing over between tandem repeated rDNA units. These
considerations argue strongly that there must be functional selection to
maintain the sequence and relative locations of each type of repeat, and that
the selective pressure must be different at each set of repeats because of the
observed difference in the rate of sequence divergence. Thus, the concept of
molecular coevolution (12) agrees well with our data on the rONA sequence
similarities and differences between ciliate species. Type I and type IV
repeats are highly conserved in sequence and position relative to the
transcription unit, suggesting that they interact with transcriptional enzyines
or factors which do not differ greatly in DNA recognition specificity between
Glaucoma and Tetrahymena. In contrast, type II and type V repeat sequences,
while well conserved within a species, are not well conserved between Glaucoma
and Tetrahymena; this suggests an interaction with transcriptional or
nucleolar protein factors that have also changed in the two ciliate species.

In suunary, the unusual germline genetic content of rRNA genes in
ciliates (one to at most a few gene copies), and the unusual structure of
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their transcribed genes (one or two genes per linear macronuclear molecule)
have provided a useful system for relating spacer features both to the
constraints imposed by rDNA function, and to the mechanisms operating on these
spacers in evolution. Molecular coevolution of spacer sequences with
transcriptional and other factors can account for the differences we observe
in NTS repeat types between ciliate species; functional cosntraints appear to
act selectively on the repeats within a species to keep them homogeneous
without a contribution from passive unequal crossing over mechanisms.
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