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thE divErsity of RHIZOBIUM 
LEGUMINOsARUM Bv. TRIFOLII  

loCal PoPulations: gEnEtiC and 
PhysiologiCal traits ConnECtion

Genetic and metabolic variability within local population of Rhizobium leguminosarum 
bv. trifolii in context of possible interconnections between metabolic-physiological 
properties of rhizobia was studied. Considerable genetic diversity was observed in 
16-23s rDNA regions and in the plasmid profiles of studied strains. Furthermore, the 
strains within defined PCR-RFLP group were greatly different. Metabolic profiles 
of rhizobia studied by Biolog test showed large diversity, even within one genetic 
group. PCA analysis of metabolic traits revealed differences in utilization of two 
large groups of the substrates: (a) saccharides, and (b) organic acids, amino acids 
and modified sugars, named here “non-sugars”. Utilization of chemically various 
saccharides by rhizobia was more commonly observed than “non-sugars”. Moreover, 
utilization of “sugars” and “non-sugars” were positively correlated in the strains 
belonging to PCR-RFLP Groups 1, 2 and 3. The “sugars” were utilized differently 
than “non-sugars” by the strains of Group 4. Finally, the significant differences 
in the growth rate of the strains belonging to particular PCR-RFLP groups in 
different media were found. We concluded that the local population of Rhizobium 
leguminosarum bv. trifolii was not uniform. It was composed of physiologically 
different strains and high metabolic diversity reflected the level of genetic diversity 
of population.
 K e y w o r d s: Rhizobium leguminosarum, metabolic and genetic diversity.

The metabolic and adaptive potential of a bacterium is correlated with a degree 
of its genome complexity. The soil bacterium Rhizobium leguminosarum bv. trifolii 
(Rlt) occupies highly challenging soil habitats and induces complex symbiotic 
interaction with the host plant clover (Trifolium spp.) [11]. A common feature of the 
Rlt and other rhizobial genomes is the complexity of genomic organization, with a 
single chromosome and several large plasmids (megaplasmids). The genes encoding 
symbiotic functions usually constitute independent replicons, known as symbiotic 
plasmids (pSym), or symbiotic islands when incorporated into the chromosome [10]. 
The cryptic plasmids constitute a pool of accessory genetic information [15] and even 
though they are in general dispensable for bacterial survival. Functional interactions 
among different replicons are often required for successful completion of both the 
symbiotic and saprophytic lifestyle of rhizobia [1, 8]. The large, complex and dynamic 
rhizobial genomes, which encode many potentially useful metabolic traits, play a role 
in their high metabolic diversity and adaptive potential [9, 14].
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The knowledge of metabolic traits important for the growth and competition of 
rhizobia within population is limited. It is known that local populations of rhizobia 
may differ significantly both on the genetic and physiological levels. Up to now studies 
concerning genetic and physiological diversity of rhizobial populations focused mainly 
on the strains colonizing the soil or particular legume plants species [2, 5, 7].

In this work the representative sample of local population of rhizobia that 
occupy the nodules of clover root systems growing in each other’s vicinity in the soil 
was subjected to comprehensive analyses of their genetic and especially metabolic 
variability. We have described the possible interconnections between the metabolic-
physiological properties of R. leguminosarum bv. trifolii and some genetic traits of 
their genomes.

Materials and methods
50 Rhizobium leguminosarum isolates were obtained from the nodules of red 

clover (Trifolium pratense L. cv. Dajana) growing in sandy loam. The nodules were 
surface-sterilized, crushed and their content was plated on 79CA medium [13]. Strains 
isolated from the nodules were purified by successive streaking of single colonies 
and pure cultures were used in further experiments. After analysis of PCR-RFLP and 
plasmid profiles, strains with the same profiles were discarded. 23 strains different in 
the PCR-RFLP pattern and plasmid profiles were considered as the representatives of 
the Rlt soil population and subjected to further physiological analyses.

The analyses of the plasmid content of the isolates were performed as it was 
described by Eckhardt (1978) [3]. The estimation of plasmid size was performed using 
BIO-PROFIL BioGene Windows Application V11.01 (Vilber-Lourmat, France), using 
R. leguminosarum bv. viciae strain 3841 [15] as plasmid standard.

PCR assays of 16S-23S rDNA internal transcribed spacer (ITS) were carried 
out using genomic DNA of Rlt isolates as the templates and primers FGPS1490-5’-
TGCGGCTGGATCACCTCCTT-3’ and FGPL132-5’-CCGGGTTTCCC CATTCGG-3’ 
[4]. PCR amplicons were digested with BsuRI (HaeIII) and TaqI restriction enzymes 
(FERMENTAS, Vilnius, Lithuania), and restriction fragments were separated by 3% 
agarose gel electrophoresis. 

The utilization of different carbon and energy sources by Rlt isolates was assessed 
using BIOLOG GN2MicroPlateTM (Gram Negative Identification Test Panel) (BIOLOG, 
hayward, USA) containing 95 carbon sources, including sugars, amino acids and 
organic acids as it had been described earlier [14]. 

For bacterial growth kinetics assays the isolates were grown overnight at 28 °C 
in 5 ml TY liquid medium. The cultures were then diluted to OD550 of 0.2, and the 
suspensions were used for inoculation (1:100 v/v) of 79CA, TY and M1 liquid media 
[12], the latter supplemented with vitamins (thiamine, 1 mg/ml, biotin, 0.5 mg/ml, 
panthotenate, 1 mg/ml). The cultures were grown in 79CA and TY media for 48 h and 
in M1 medium for 72 h at 28 °C. Optical density (OD550) of cultures was measured 
at every 24 h. Each experiment was conducted in triplicate.

For cluster analysis and principal component analysis (PCA) the results of 
BIOLOG test were coded in the binary system. The cluster analysis was used to define 
similarity of rhizobia metabolic profiles which were calculated by a simple matching 
coefficient, following which the clustering was performed by the UPGMA method.

The principal component analysis (PCA) with varimax rotation [6] was used 
to analyze bacterial capability of utilization of particular substrates or groups of 
substrates. In this manner PCA method allowed us to transform the numerous variables 
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(utilization of individual substrates), possibly correlated as well into small groups of 
uncorrelated factors (utilization of groups of substrates) as well as to interpret the 
defined PCA factors named PC1, PC2 and PC3. 

To compare the growth rates of bacteria belonging to different PCR-RFLP groups 
(groups 1-4) one-way ANOVA was used. All the described analyses were performed 
with STATISTICA software.

results and discussion
50 isolates obtained from nodules of clover plants growing in each other’s vicinity 

were characterized by PCR-RFLP analysis of 16S-23S rDNA ITS region and plasmid 
patterns. The analyses allow selecting of 23 strains different in these genetic traits. 
Four distinct PCR-RFLP genetic groups (Groups 1–4) were distinguished after RFLP 
analysis of PCR-amplified 16S-23S rDNA ITS region with BsuRI and TaqI restriction 
enzymes (Fig. 1, Òab. 1). The isolates of Group 1 and 2 may be considered as related 
to some extent due to the same BsuRI RFLP profile.

Fig. 1. PCR-RFLP groups identified in Rlt strains used in this study
M – 100 bp molecular weight marker (MassRulerTM DNA Ladder Mix, Fermentas).

The plasmid profiles obtained for all isolates showed the great variability, even 
within one PCR-RFLP group (Fig. 2). Each isolate contained from 2 to 5 plasmids 
ranging in size approximately from 170 kb to 1 Mb.

fig. 2. Plasmid profiles of Rlt strains used in this study 
M – molecular weight marker (R. leguminosarum bv. viciae 3841).
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All 23 isolates belonging to four different PCR-RFLP genetic groups were examined 
with respect to their metabolic profiles using commercial Biolog GN2 MicroPlateTM 
test. This approach revealed that there were substantial differences between strains 
in number of utilized substrates, ranging from 37 (Rlt 38) to 59 (Rlt 35) substrates. 
On the other hand no differences were found between PCR-RFLP groups, where the 
number of utilized substrates was respectively 49 ± 4, 47 ± 6, 46 ± 8 and 49 ± 5 
in Group 1, 2, 3 and 4.

Table 1
PCr-rflP grouping of Rlt strains used in this study

PCr-rflP group strain numbers

Group 1 11, 12, 13, 14, 15

Group 2 21, 22, 23

Group 3 31, 32, 33, 34, 35, 36, 37, 38

Group 4 41, 42, 43, 44, 45, 46, 47

Similarly when the Biolog test results were analyzed by the UPGMA method, 
no relationships were found between PCR-RFLP groups and clustering based on 
metabolic properties of strains (Fig. 3). Two main branches at 86% similarity level 
and two independent lineages can be distinguished, but the representatives of four 
PCR-FFLP groups was found in each of them (Fig. 3).

Fig. 3. UPGMA dendrogram of R. leguminosarum bv. trifolii strains constructed 
on the basis of the Biolog test results
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Since cluster analysis did not allow identifying the qualitative metabolic differences 
between the clover nodule isolates, the results of Biolog test were subjected to 
principal component analysis (PCA). The total 95 carbon and energy sources used 
in the test were arbitrary divided into nine groups: monosaccharides [S], complex 
saccharides [cS], modified saccharides [mS], non-modified acids [A], modified acids 
[mA], sugar acids [sA], non-modified aminoacids [AA], modified aminoacids [mAA] 
and others (with amines predominating) [O]. The PCA analysis enabled us to group 
all mentioned carbon and energy sources into three factors explaining most of the 
total variance: principal component 1 (PC1) composed of A, mS, AA, O and sA; 
principal component 2 (PC2) composed of S, cS and mAA; and principal component 
3 (PC3) including mA (detailed data not shown). Taking into account the chemical 
characteristics of the substrates, PC1 was interpreted as “utilization of non-sugar 
components”, and PC2 as “utilization of sugar substrates”. These two large groups 
of substrates were composed of 90 (35 “sugars” and 55 “non-sugars”) of 95 tested 
carbon and energy sources. Substantial differences in capability to utilize of substrates 
belonging to these two groups by the tested rhizobia were found (Òab. 2). While 
individual strains used “sugars” more readily, the greater variance in substrate 
utilization by different strains was observed for “non-sugars” substrates. Therefore 
the differences in the number of utilized substrates by individual Rlt strains may be 
attributed rather to “non-sugars” than to “sugars” substrates (Тab. 2).

Table 2
Classes of metabolic substrates created by the principal component analysis (PCA) 

applied to Rlt strains

substrates

group of substrates

“sugars” 
(from PCA 

classification)

 “non-sugars”
(from PCA 

classification)

all tested 
Biolog`s 

substrates

Total number of tested substrates 35 55 95

Minimum number of utilized substrates 24 7 37

Maximum number of utilized substrates 31 26 59

Average number of utilized substrates 28.2 ± 1.6 15.7 ± 5.0 47.7 ± 6.0

Variance (for number of utilized 
substrates) 2.4 25.3 36.5

% of utilized substrates 80.5 ± 4.5 27.7 ± 8.2 49.8 ± 5.8

Variance (for % of utilized substrates) 19.8 67.0 33.8

The relations in the utilization of “sugars” and “non-sugars” by the strains 
belonging to PCR-RFLP groups were examined (Tab. 3). Relatively high correlation 
coefficients (ranging from 0.700 to 0.996) between utilization of “sugars”, “non-sugars” 
and “all substrates” were observed in Group 1 and 2. On the other hand correlation 
between the use of “sugars” vs. “non-sugars” and “all substrates” in Group 4 was 
not visible. This observation suggested that the utilization of “non-sugar” substrates 
reflected the differences of metabolic potential in this group of rhizobial strains (Tab. 3).
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Table 3
Correlation coefficients for utilization of “sugar” and “non-sugar” substrates in 

four PCr-rflP groups of Rlt strains

PCr-rflP group
groups of substrates

“non-sugars” all substrates

Group 1
“sugars” 0.700 0.858

“non-sugars” - 0.965

Group 2
“sugars” 0.786 0.839

“non-sugars” - 0.996

Group 3
“sugars” 0.560 0.739

“non-sugars” - 0.972

Group 4
“sugars” 0.357 0.452

“non-sugars” - 0.995

The metabolic potential of the individual strains was also estimated by 
measurements of their growth rates in M1, 79CA and TY liquid media and substantial 
differences in their growth rates were observed (the details not shown). When ANOVA 
and post-hoc Tukey test were applied in relation to PCR-RFLP genetic classification 
(for groups composed of numerous strains), statistically significant difference (p<0.05) 
in the growth rates of isolates belonging to Group 4 vs. Group 1, 2 and 3 after 24 h of 
growth, as well between the isolates belonging to Group 4 vs. Group 3 after 48 h of 
growth was observed on TY medium (Tab. 4). The statistically significant differences 
were not observed in the case of strains grown on M1 and 79CA media.

In general a great diversity of studied local population with respect to PCR-RFLP 
profiles, plasmids content, metabolic profiles and growth rate was found. The degree 
of diversity observed within this population is comparable with that described for 
populations originating from the distinct soils [5]. It seems that in the context of 
population diversification studies, plasmid and metabolic profiles should be of special 
interest. A substantial part of genetic variability results from different plasmid content 
that constitutes an accessory rhizobial genome influencing bacterial metabolic potential 
and differentiation of strains even within a given genetic group.

Despite the lack of the straight correlation between PCR-RFLP genetic groups 
and plasmid content or PCR-RFLP and Biolog test results, some relationships could 
be found. In the case of the strains belonging to the Group 1 and 2 characterized by 
similar PCR-RFLP profile similarity in utilization of “sugars” and “non-sugars” were 
observed, while such correlation between the use of “sugars” vs. “non-sugars” and 
“all substrates” was not visible in the strains of genetically distinct Group 4. Moreover 
the differences in the growth rate in TY medium of the strains belonging to Group 
4 suggest their variable metabolic potential. Though the genetic classification of the 
strains based only on the differentiation in 16-23S ITS rDNA is very useful, this type 
of study underestimates the biodiversity of especially complex populations such as 
rhizobial ones. The genetic characteristic supplemented by metabolic characterization 
provides more adequate assessment and demonstrates the correlation occurring 
between genetic and metabolic profiles of bacterial strains.
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Table 4
the growth of Rlt strains belonging to four PCR-RFLP groups in TY, 79CA and 

M1 liquid media

PCr-rflP 
group

od550

79CA medium ty medium

24h 48h 24h 48h

Group 1 0.31 ± 0.07a 0.61 ± 0.14a 0.34 ± 0.05a 0.48 ± 0.05ab

Group 2 0.33 ± 0.07a 0.60 ± 0.09a 0.35 ± 0.06a 0.51 ± 0.07ab

Group 3 0.28 ± 0.05a 0.54 ± 0.11a 0.33 ± 0.05a 0.50 ± 0.04a

Group 4 0.26 ± 0.09a 0.56 ± 0.09a 0.28 ± 0.05b 0.46 ± 0.06b

M1 medium

24h 48h 72h

Group 1 0.23 ± 0.07a 0.45 ± 0.19a 0.52 ± 0.21a

Group 2 0.29 ± 0.08a 0.56 ± 0.16a 0.67 ± 0.15a

Group 3 0.25 ± 0.07a 0.51 ± 0.17a 0.70 ± 0.22a

Group 4 0.27 ± 0.09a 0.57 ± 0.23a 0.69 ± 0.24a

a, b – the values for one medium at defined time of the growth marked with the same letter 
did not differ significantly at P<0.05

The strain numbers are on the left. The scale bar represents percent of metabolic 
diversity.
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ÐàЗËèчèß ËÎÊàËьÍЫÕ пÎпуËßÖèé RHIZOBIUM 
LEGUMINOsARUM Bv. TRIFOLII: сâßЗь ÌÅЖäу 

ГЕНЕТИчЕСКИМИ И ФИЗИОлОГИчЕСКИМИ ПРИЗНАКАМИ

Реферат

изó÷åíà гåíåòè÷åñêàÿ è ìåòàбîëè÷åñêàÿ âàðèàбèëüíîñòü ëîêàëüíых пîпóëÿ-
öèé Rhizobium leguminosarum bv. trifolii â êîíòåêñòå âîзìîжíых ñâÿзåé ìåжäó 
ìåòàбîëî-фèзèîëîгè÷åñêèìè ñâîéñòâàìè ðèзîбèé. Быëè îбíàðóжåíы зíà÷èòåëüíыå 
гåíåòè÷åñêèå ðàзëè÷èÿ â 16-23S ðДНК ðåгèîíàх è â пëàзìèäíых пðîфèëÿх èñ-
ñëåäîâàííых шòàììîâ. шòàììы, ðàзäåëёííыå íà гðóппы ñ пîìîщüю PCR-RFLP, 
зíà÷èòåëüíî îòëè÷àëèñü. Ìåòàбîëè÷åñêèé пðîфèëü ðèзîбèé, èññëåäîâàííых ñ 
пîìîщüю Biolog òåñòà, пîêàзàë ñóщåñòâåííыå ðàзëè÷èÿ äàжå â пðåäåëàх îäíîé 
гåíåòè÷åñêîé гðóппы. PCA àíàëèз ìåòàбîëè÷åñêèх ñâîéñòâ пîêàзàë ðàзëè÷èÿ â 
óòèëèзàöèè äâóх бîëüшèх гðóпп ñóбñòðàòîâ (à) ñàхàðîâ, è (б) îðгàíè÷åñêèх êèñ-
ëîò, àìèíîêèñëîò è ìîäèфèöèðîâàííых ñàхàðîâ, íàзâàííых â ðàбîòå «íå-ñàхàðà». 
Уòèëèзàöèÿ хèìè÷åñêè ðàзëè÷íых ñàхàðîâ ðèзîбèÿìè íàбëюäàëàñü бîëåå ÷àñòî, 
÷åì «íå-ñàхàðîâ». Уòèëèзàöèÿ «ñàхàðîâ» è «íå-ñàхàðîâ» пîëîжèòåëüíî êîððåëè-
ðîâàëà ñ гåíåòè÷åñêèìè ðàзëè÷èÿìè шòàììîâ, îòíîñÿщèхñÿ ê PCR-RFLP гðóппàìè 
1, 2 è 3. «Сàхàðà» óòèëèзèðîâàëèñü îòëè÷íî îò «íå-ñàхàðîâ» шòàììàìè гðóппы 
4. Îбíàðóжåíы зíà÷èòåëüíыå ðàзëè÷èÿ ó эòèх PCR-RFLP гðóпп шòàììîâ â ñпî-
ñîбíîñòè ðàñòè íà ðàзíых ñðåäàх. Сäåëàí âыâîä î òîì, ÷òî ëîêàëüíыå пîпóëÿöèè 
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Rhizobium leguminosarum bv. trifolii íå ÿâëÿюòñÿ îäíîðîäíыìè. Îíè ñîñòîÿò èз 
фèзèîëîгè÷åñêè ðàзëè÷íых шòàììîâ, ðàзíàÿ ìåòàбîëè÷åñêàÿ àêòèâíîñòü êîòîðых 
ÿâëÿåòñÿ îòðàжåíèåì èх гåíåòè÷åñêîé íåîäíîðîäíîñòè. 

К ë ю ÷ å â ы å ñ ë î â à: Rhizobium leguminosarum, ìåòàбîëè÷åñêèå è гåíå-
òè÷åñêèå ðàзëè÷èÿ.
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â²äÌ²ÍÍÎсÒ² ËÎÊàËьÍèÕ пÎпуËßÖ²é RHIZOBIUM 
LEGUMINOsARUM Bv. TRIFOLII: Зâ’ßЗÎÊ Ì²Ж ÃÅÍÅÒèчÍèÌè  

і ФіЗіОлОГічНИМИ ОЗНАКАМИ

Реферат

Дîñë³äжåíà гåíåòè÷íà òà ìåòàбîë³÷íà âàð³àб³ëüí³ñòü Rhizobium leguminosarum 
bv. trifolii ó êîíòåêñò³ ìîжëèâèх зâ’ÿзê³â ì³ж ìåòàбîëî-ф³з³îëîг³÷íèìè îзíàêàìè 
ðèзîб³é. Бóëè âñòàíîâëåí³ зíà÷í³ гåíåòè÷í³ â³äì³ííîñò³ ó 16-23S ðДНК ðåг³îíàх 
òà â пëàзì³äíèх пðîф³ëÿх äîñë³äжóâàíèх шòàì³â. шòàìè, ðîзпîä³ëåí³ íà гðóпè зà 
äîпîìîгîю PCR-RFLP, зíà÷íî â³äð³зíÿëèñÿ. Ìåòàбîë³÷íèé пðîф³ëü ðèзîб³é, äîñë³-
äжåíèé з âèêîðèñòàííÿì Biolog òåñòó, пîêàзàâ ñóòòєâ³ â³äì³ííîñò³ íàâ³òü ó ìåжàх 
îäí³єї гåíåòè÷íîї гðóпè. РСА àíàë³з ìåòàбîë³÷íèх âëàñòèâîñòåé âèÿâèâ â³äì³ííî-
ñò³ â óòèë³зàö³ї äâîх âåëèêèх гðóп ñóбñòðàò³â: (à) öóêð³â ³ (б) îðгàí³÷íèх êèñëîò, 
àì³íîêèñëîò òà ìîäèф³êîâàíèх öóêð³â, ÿê³ ó ðîбîò³ íàзâàí³ «íå-öóêðè». Уòèë³зàö³ÿ 
х³ì³÷íî ð³зíèх öóêð³â ðèзîб³ÿìè ñпîñòåð³гàëàñÿ ÷àñò³шå, í³ж «íå-öóêð³â». Уòèë³зàö³ÿ 
«öóêð³â» ³ «íå-öóêð³â» пîзèòèâíî êîðåëюâàëà з гåíåòè÷íèìè â³äì³ííîñòÿìè шòàì³â, 
щî íàëåжàëè äî PCR-RFLP гðóп 1, 2 ³ 3. шòàìè 4-ї гðóпè пî ð³зíîìó óòèë³зóâàëè 
«öóêðè» ³ «íå-öóêðè». Бóëè âèÿâëåí³ зíà÷í³ â³äì³ííîñò³ ó зäàòíîñò³ öèх PCR-RFLP 
гðóп шòàì³â ðîñòè íà ð³зíèх ñåðåäîâèщàх. Зðîбëåíî âèñíîâîê, щî ëîêàëüí³ пîпó-
ëÿö³ї Rhizobium leguminosarum bv. trifolii íå є îäíîð³äíèìè. Âîíè ñêëàäàюòüñÿ з 
ф³з³îëîг³÷íî â³äì³ííèх шòàì³â, ð³зíà ìåòàбîë³÷íà àêòèâí³ñòü ÿêèх є â³äîбðàжåííÿì 
їх гåíåòè÷íîї íåîäíîð³äíîñò³.

К ë ю ÷ î â ³  ñ ë î â à: Rhizobium leguminosarum, ìåòàбîë³÷í³ ³ гåíåòè÷í³ 
â³äì³ííîñò³.




