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Identification of bacterial species in gingival crevicular fluid
of malocclusion orthodontic patients before correction
by 16S rRNA gene sequencing”
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Abstract: Objective To investigate the distribution of bacterial flora in gingival crevicular fluid of Angle
I malocclusion orthodontic patients in the early stage of correction, so as to figure out the influence of mi-
crobial infection on tooth root absorption in Angle II malocclusion orthodontic patients after correction.
Methods The gingival crevicular fluid of 24 Angle II malocclusion orthodontic patients was collected from
Xiangya Stomatological Hospital of Central South University. They were 12-18 years old. Then anaerobic cul-
tivation was carried out. Bacterial 16S rRNA gene sequences were amplified by PCR, and then the bacteria
strains were identified by sequence alignment. Results Forty-three strains of bacteria were identified, which
included 6 strains of Actinomycetes, 18 strains of Streptococcus, 7 strains of Neisseria, 2 strains of Gemella,
and 2 strains of Rothia, 1 strains of Eikenella and other 7 bactaria species. Conclusions There is a wide
bacterial spectrum in gingival crevicular fluid of Angle II malocclusion orthodontic patients in the early stage
of correction.
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Actinomyces sp
Actinomyces sp
Actinomyces sp
Actinomyces timonensis
Actinomyces viscosus

Actinomyces naeslundii

BERRTA A

Streptococcus intermedius
Streptococcus salivarius
Streptococcus sp
Streptococcus sanguinis
Streptococcus sanguinis
Streptococcus sp
Streptococcus mitis bv.2
Streptococcus sanguinis
Streptococcus anginosus
Streptococcus salivarius

Streptococcus oralis

Streptococcus gordonii str.
Challis substr. CH1

Streptococcus constellatus
Streptococcus constellatus
Streptococcus sp.oral
Streptococcus oralis Uo5
Streptococcus pneumoniae

Streptococcus anginosus

Ex
TR

Neisseria elongata subsp.
nitroreducens

Neisseria meningitidis
Neisseria macacae
Neisseria sp. oral
Neisseria oralis
Neisseria sp. 5737a
Neisseria sp. 4363d

HoAth

Rothia sp

Rothia mucilaginosa
Gemella sanguinis
Gemella haemolysans
Eikenella corrodens
Capnocytophaga sp
Kocuria rhizophila

Corynebacterium argentoratense

Abiotrophia defectiva
Leptotrichia goodfellowii
Lautropia mirabilis

Enterobacter aerogenes

Oral taxon 175 strain F0384 HM596281.1

ChDC B197
C162
DSM 23838
Actinomyces viscosus
Strain KN165

C270
LD219
2056B

JCM 5708
ATCC 10556
DSM 27088, isolate 7747
F0392
GumJ19
PG18
CCRI 17344
ATCC 9811

Challis

H39
Strain 1
BWO009

Uo5

Ejeff

Strain1093

CIP 103511

31015
M-740
AP067

11-26359
Neisseria sp. 5737a
Neisseria sp. 4363d

Oral taxon 188
Rothia mucilaginosa
2045-94
ATCC 10379
JCM 12952
Oral taxon 336 clone X089
R-42745
DSM 44202
Strain 98223019
Strain F0264
Strain SSI AB 2188
EA1509E

AF543275.1
EF474012.1
EU484334.1
AF543286.1
JX524810.1

CP003858.1
AB530698.1
AF316593.1
AB596946.1
NR_024841.1
HG315101.1
GU470907.1
GUS561370.1
GU561378.1
FJ154798.1
GU045384.1

NR_074516.1

AB749301.1
AY277937.1
AY005042.1
NR_102809.1
GU561401.1
AF145244.1

JN175349.1

FJ932762.1
HF558383.1
AY005024.1
JN986582.1
KC178551.1
KC178531.1

GU470892.1
DQ409140.1
NR_026419.1
NR_025903.1
AB525415.1
GU410282.1
FR682683.1
CP006365.1
AY879308.1
FJ577259.2
HF558380.1
F0203355.1
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