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Analysis of the com position of bacterial conm unities in the
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through sequencing 16S DNA library
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Abstract The bacterial diversity and canmunity camposition in hepatopancreas and bile of grass camp
Ctenopharyngodon idellus were detem ined through seqencing the 16S IDNA gene libmary The baclerial
spectum of hepatopancreas included eight species of Aeramonas six species belonging to Pseudanonas two
species fran Morganells and one species each fran Vibrio and Poteus Aeramonas and Pseudanonas were
wo dan nant genera w ith 36. 17% and 31 91% relative abundance of canmunity respectively Strains GZ16
of Aeramonas and GZ9 of Pseudamonas were wo dan inant species sharing same 12 77% relative abundance

The bacterial spectm of bile included five species of Aerimonas three species of Pseudanonas and one

species each fron M oiganella and Poteus Same as found in hepatopancreas Aeramonas and Pseudamonas
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were two dannant genera sharing 35 and 27. 5% relative abundance of canmun ity respectively Strain

DNI of Proteus was daninant species with 256 relative abundance of canmunity Camparative analysis

showed that 10. 50 canmunity species in the hepatopancreas shared same as that in the bile and 20%

canmunity species in the bile shared same as that in the hepatopancreas This means there was a specific

pamasitic canmunity in hepatopancreas or bile of grass capp The results present in this research should be

helpful to further understand the unknown wles of these bacteria in the hepatopancreas and bile also to

understand coevolution mechanisn between bacterial canmunity and host grass caip
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Tab- 1 Reltive abundance and affiliation of bacteria determ ined in the hepatopancreas of C. idellus

T k= enacs gAY AT 5 B IR S HURTE (0 ) MIXEERE ()
GZ3 GQ223738 A eromonas Aeranonas salmonicida (AF108136) 100 4. 26

GZ4 GQ223739 A eram onas Aeramonas veronii bv  veronii (AM 184224) 100 6. 38

GZ6 Q223740 Aeromonas Aermonas sp F8—9 (EF491851) 99 2.13

Gzl4 GQ223745 A eromonas Aeran onas molluscomm (AY987772) 99 2. 13 36. 17
G716 GQ223746 Aeranonas Aeramonas sobria (X74683) 100 12.77

GZ7 GQ223741 Aeranonas Aeranonas sp 'CDC 715—84 (ASU88658) 99 4. 26

G728 GQ223751 A eram onas Aeran onas popoffii (AY534350) 93 2.13

G729 GQ223752 A eran onas Aeramonas sp VKM B —2261 (AF430120) 100 2. 13

GZ2 GQ223737 Pseudam onas P seudan onas fluorescens ( EF528260) 99 2. 13

GZ9 GQ223742 Pseudam onas Pseudamonas sp Nj—99 (AM491463) 100 12. 77

G710 GQ223743 Pseudam onas Pseudamonas psychrophila (AB041885) 100 10. 64 3191
GZ12 GQ223744 Pseudam onas Pseudomonas sp Nj—63 (AM491466) 100 2. 13

GzZ17 GQ223747 Pseudam onas Pseudomonas sp KBOS 04 (AY653221) 100 2. 13

G720 GQ223748 Pseudom onas Pseudamonas sp BWDY —18 (DQ200857) 99 2. 13

GZ71 GQ223736 Morganella Morganella morganii (AY464464) 99 4. 26 6 38
GZ33 GQ223754 M organella Morganella sp JB—T16 (AJ781005) 96 2. 13

Gz21 GQ223749 Acinetobacter  Acinetobacter xiam enensis ( EF030545) 99 4. 26 4. 26
GZ24 GQ223750 V ibrio Vibrio sp oMO02 (AB038029) 99 10. 64 10. 64
G730 GQ223753 Proteus P roteus vulgaris (AB099401) 96 10. 64 10. 64
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Fig 1 Phylogenetic tree constucted based on bacterial 16S RNA of hepatopancreas labrary
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Tab- 2 Rehltive abundance and affiliation of bacteria determ ined n the bile of C. idellus

il R i AT FR TS SR HRIYE (%) R ()
DN3 GQ223727 A eram onas Aeramonas sobria (X74683) 99 10. 0
DN10 GQ223729 Aeram onas Aeranonas hydrophila (AF468055) 100 2.5 _—
DN12 GQ223731 Aeram onas Aeranonas salnonicida (AY297782) 100 12.5
DN19 GQ223732 A erom onas Aeromonas veronii (EU770307) 100 7.5
DN36 GQ223735 A eran onas Aeromonasmollusconm (AY987772) 99 2.5
DN11 GQ223730 Pseudom onas P seudan onas psychrophila (AB041885) 100 2.5 07 s
DN31 Q223733 Pseudam onas Pseudanonas syringae (AY568511) 99 50
DN34 GQ223734 Pseudom onas P seudomonas sp Nj—60 (AM491464) 99 20. 0
DN6 GQ223728 M organella Morganella sp JB—TLL (AJ781004) 96 12. 5 12. 5
DN1 GQ223726 Proteus P roteus vulgaric (AB099401) 99 25. 0 25. 0
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