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[Abstract] Objective To investigate the application of 16S rDNA sequencing technique in studying intestinal
microecology of neonates and infants. Methods FEight fecal samples were collected on 3 d,1 month,6 months and 1
year in 2 healthy infants. Total bacterial DNAs were extracted and submitted the high throughout 16S rDNA sequen-
cing on the V6 viable region by using Illumia genome analyzer Hiseq 2000 (101 bp pair-end sequencing strategy). The
16S rDNA tags and operational taxonomic units (OTU) were then obtained from the sequences. The bioinformatic a-
nalysis including analysis of taxonomy,abundance and alpha diversity were performed. Results Total 1 027. 47 Mbp
raw data were produced. The mean unique tags number was 58630. The OTU numbers ranged from 36 to 308. The
bacterial families more than 1% were increased from 2—4 species per sample before 1 month to 7-10 species after 6
months. Enterobacteriaceae was always the predominant family in No. 1 infant through the first year, while in No. 2
infant the predominant groups included Enterobacteriaceae, Lachnospiraceae, Streptococcacea and Bacteroidaceae. The
mean npShannon and Simpson indexes at 4 time points were 1. 17,1.29,2.16,2. 51 and 0. 43,0. 40,0. 26,0. 14 re-
spectively. Conclusion 16S rDNA sequencing could meet the need of studying intestinal microecology in neonates and
infants;neonatal and infantile feces contains abounding bacterial genomes;the individual differences exist in intestinal
bacterial abundance and composition;the structure of gut bacterial floras trend to complexity and diversity from birth
to 1 year old.

[Key words] intestinal microbiota; sequencing; metagenomics; infant

A58

[

-+

%— .

TR CEZ R 38D 1 A S AR AR B B IR R A 6 o LM T 5 A PR 1 W 5 ) L AR
IZELMY 100 A5 BBk AZE G55 "R I R G E 2 i S VT ST AR A LR AR B 5T 40 T LA T
XFE SE PR AT AL R X PR e R R EE R mia SBIUF G 19 16S rDNA B — AR 8 B R SO XS 2 fil
PR . B AL BLR AR E RS ROF R B EZE O BEEJLHTAE LI Z 1 2 Lhpy i 3% 68 40 14 3 X 20 17 3% 28 4%
B o 300 i T VR 14 O T T BB R R 0T L AR S g R . T RO I AT L B L I S SR A B S R A O A
PRI 17 A JL VB2 L 0L T T8 T T B R R B S R R XS S OB 5 op [ B8 L I T8 T T A R AE K B L B A 7S

P NL & INIRD gl HR AR S I
XERAE SO R 2 R F RS T AN 1 BRERE

(4 PCRZS P BE BEIRE L 9K 07 i - (HE AT X T W58 52 25 19 i L1 — %R M 2 plEEE 1A AT RN E L X A%

TH B T B A SR FRAPE T 225 i DR AL A O s AT A B ATy PR T — o DX B A BT AR LA TSR &R L

» BB RAEFRINTRGTRBH (201102030,
EEB N B, &, FAEBE I WL B 5805 Il AL 46 B AR L8 37 5 1 18 SR 2 R A L4545 .
A @i4EE ,E-mail:lugjl111@aliyun. com,

BEELSY,



BBEFLEE201551 A% 126820

Lab Med Clin,January 2015, Vol. 12, No. 2 e 167 -

2 1% LR 4 50k 38 JR .39 AL ¥ h & e e AR L TR
R R L T 7= B 2R B SR R JE T M P Sk A bk 2 5L AR R
—HIBEAWER 15, RREEA G Z 54 W 235K
T LA B B S TR R

1.2 ZEEFRAN BRI AN & DNA A5 3 d(BT IR
FREER a1 A BRiEHR b6 HGRENR oMM 12 GriENR
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2b 47 160(67.49) 22 548(32.27) 165(0. 24) 0(0.00) 0€0. 00)
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2d 27 969(40. 29) 24 305(35.01) 1243(1.79) 15 897(22. 90) 0€0.00)
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