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Neuroacti & cef « 800
Natural killer cell mediated cytotoxicity * 1200

- MicroRNAs in cancer ® 1600

8 . -

g Hippo signaling pathway fly Qualue

= . I,

s Hippo signaling pathway . 0.16

&~ Glycosphingolipid biosynthesis lacto and neolacto series 8(1)%
Gap junction 0.04

ErbB signaling pathway
Endocytosis .

Endocrine resistance

Central carbon metabolism in cancer
Breast cancer

Axon guidance | e

Amyotrophic lateral sclerosis (ALS)

095 096 0.97 098
Rich factor
3 HI20/) 2 FmiRNAs pathway & £ 48 108
Fig. 3 The top 20 pathways enriched by the putative target genes
of the differentially expressed miRNAs
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MIRNAS SEQUENCING AND ANALYSIS OF INTERMUSCULAR BONE
BETWEEN RICE FLOWER CARP AND JIAN CARP

HE Ping-Ping, WANG Hui, WEI Pin-Yuan, LIN Yong, HUANG Yin, WANG Shao-Shao,
PENG Jin-Xia and WU Tie-Jun

(Guangxi Key Laboratory of Aquatic Genetic Breeding and Healthy Aquaculture, Guangxi Academy of Fisheries Science, Nanning
530021, China)

Abstract: In order to study the molecular regulation mechanism of the soft intermuscular bones in Rice flower carp, the
intermuscular bones of Rice flower carp and Jian carp were collected for high-throughput sequencing of microRNAs
(miRNAs) and bioinformatics analysis. 25474895 and 24625715 high quality sequences of 18—32 nt, as well as 595
and 570 known mature miRNAs were obtained from the small RNA library of Rice flower carp and Jian carp intermus-
cular bone, respectively. Compared with Jian carp, 84 miRNAs were up-regulated and 267 were down-regulated in the
intermuscular bone of Rice flower carp. Seven of the down-regulated miRNAs in Rice flower carp were reported as
promoting human osteogenesis. Six of the up-regulated miRNAs were reported as inhibit human osteogenesis. These
results indicated that Rice flower carp may inhibit the process of osteogenesis by down-regulating the expression of os-
teogenic miRNAs and up-regulating the expression of osteogenesis inhibiting miRNAs. Therefore it can maintain its in-
termuscular bone small and soft characteristics. This study laid the groundwork for the study of molecular regulation
mechanism of intermuscular bone development.
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