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Fig. 2 Symptoms of wounded alfalfa seedlings after inocula-
tion with 10° CF U/mL of B. cenocepacia recA lineage A
strain Y20 from clinical samples. In panel A, the seedling of
sample 1 was inoculated with saline, and the seedling of sample
2 was inoculated with strain Y20. In panel B, the seedlings of
samples 1-3 were inoculated with saline, and the seedlings of . . .
. . ) Arabidopsis thaliana
samples 4-7 were inoculated with strain Y20.
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*1 B HMEERYELHEN
Table 1  The virulence of B. cepacia complex strains tested on alfalfa seedlings
Percentage alfalfa Percentage alfalfa
Genomovars Sources . Genomovars Sources .
seedlings symptom /% seedlings symptom /%

B. cepacia . vietnamiensis
LMG1222 Onion 33 ¢ R419 Rice rhizosphere 3 cd
M297 Maize rhizosphere 20 de R398 Rice rhizosphere 7 bed
M260 Maize rhizosphere 13 e R425 Rice rhizosphere 3 o
M239 Maize rhizosphere 20 de R440 Rice rhizosphere 3 o
R389 Rice rhizosphere 17 de M258 Maize rhizosphere 10 abc
Y6 Hospital, sputum 73 a M246 Maize rhizosphere 3 o
T103 Hospital 73 a R405 Rice rhizosphere 0 d
Y27 Hospital, sputum 67 ab R428 Rice rhizosphere 7  bcd
Y28 Hospital, sputum 73 a R430 Rice rhizosphere 13 ab
Y2 Hospital, sputum 60 b R433 Rice rhizosphere 0 d
S39 Soil 17 de R388 Rice rhizosphere 13 ab
S189 Soil 27  cd R414 Rice rhizosphere 0 d
S26 Soil 13 e R439 Rice rhizosphere 0 d

B. cenocepacia recA lineage B R449 Rice rhizosphere 0 d
M281 Maize rhizosphere 73 a R434 Rice rhizosphere 17 a
M292 Maize rhizosphere 67 ab R418 Rice rhizosphere 7 bed
M293 Maize rhizosphere 60 ab R385 Rice rhizosphere 3 «cd
M317 Maize rhizosphere 80 a R386 Rice rhizosphere 7  bed
R416 Rice rhizosphere 60 ab S21 Soil 7  bcd
M226 Maize rhizosphere 53 ab S23 Soil 3 cd
M374 Maize rhizosphere 40 bc S27 Soil 0 d
M372 Maize rhizosphere 43 be . cenocepacia recA lineage A
M243 Maize rhizosphere 17 ¢ Y10 Hospital, sputum 87a
M364 Maize rhizosphere 53 ab Y20 Hospital, sputum 87a
M259 Maize rhizosphere 60 ab Y14 Hospital, sputum 77 ab
M257 Maize rhizosphere 57 ab Y24 Hospital, sputum 77 ab

B. pyrrocinia Y30 Hospital, sputum 67 ab
M301 Maize rhizosphere 13 Y25 Hospital, vessels 63 ab
M318 Maize rhizosphere 10 Y39 Hospital, sputum 57 bc
M316 Maize rhizosphere 3 a Y12 Hospital, sputum 63 ab

Y34 Hospital, blood 37¢c

Analysis of variance was performed at 5% level by LSD methods among the same genomovar. The same lowercase represents insignifi-

cant at 5% level.

*2 BRERAEEBEHBRLNBZASN

Table 2 Virulence analysis of B. cepacia complex genomovars on alfalfa seedlings

Sources Genomovars Numbers of strains Seedlings with symptoms/%
Environment inches B. cepacia 8 207
B. cenocepacia recA lineage B 12 5516
B. vietnamiensis 21 5+5
B. pyrrocinia 3 945
Clinical samples B. cepacia 5 6946
B. cenocepacia recA lineage A 9 6816
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Identification of the Burkholderia cepacia complex genomovars
and their virulence in an alfalfa infection model
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Abstract: [Objective] To confirm Burkholderia cepacia complex (Bcc) genomovars from agricultural niches and clinical
samples, and to evaluate their possible virulence to human body on alfalfa infection model in China. [Methods] A total of
57 Bcc strains were isolated and collected from the rhizosphere, soil and clinical samples in China. The genomovars
composition of the Bcc strains was analyzed by species-specific PCR tests, and the virulence of the Bcc strains was tested
on alfalfa seedlings. [Results] Four genomovars of the ten genomovars were detected among the Bcc strains, including B.
cepacia (genomovar ), B. cenocepacia (genomovar ), B. vietnamiensis (genomovar ) and B. pyrrocinia (genomovar
). Bcc genomovars and A from clinic, and genomovar B from rhizosphere were the most virulent in the alfalfa
infection model, and caused symptoms in 69%, 68% and 55% of seedlings, respectively. There were significant variances
in the mean percentage of seedlings with symptoms for genomovars I, A and B compared to those for genomovar
and . [Conclusion] There was difference in the ability to cause disease in alfalfa for different genomovar strains from
agricultural inches. The strains of Bcc genomovar B from rhizosphere were more virulent similar to those of Bcc geno-
movar A from clinic.
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