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Fig. 2 Principle component analysis of gonadal
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Tab.1 Location, expression and correlation coefficient of partial gender-based INcRNA and its target genes

n=3;X+SD
LncRNA gl?i_ %i_ . m% LN Eriji_ *%%E AHOC R EL
Yo o o 42 number Rkt Tkt RN VA gene symbol ikt  Ribht correlation P
location of IncRNA expression expression location of of target  expression expression coefficient
of ovary  of testis target gene gene of ovary  of testis
chrl4: 0.037+ 3.772+ chrl4: 0.196+ 18.078+
6644569-6658563 MSTRG.6100 0.014 1.128 6599490-6601718 cetnl 0.042 1.093 0.925 0.008
chrl4: 0.002+ 0.201+ chrl4: 0.196+ 18.078+
6644448-6645188 MSTRG.6099 0.004 0.068 6599490-6601718 cetnl 0.042 1.093 0.928 0-008
chrl2: 0.071+ 0.759+ chri2: 0950+  27.952+
27688799-27690572 MSTRGAS43 0047 0264 27645741-27661870 MOTMA9Z g g5 2134 0908 0012
chrl2: 0.067+ 19.583+ chrl2: 0.950+  27.952+
27661937-27672151 MSTRG.4561 0.069 7.167  27645741-27661879 hormad2 0.085 2.134 0.941 0.005
chr9: 9.853+ 0.268+ chr9: - 8471+  115.021%
25856698-25938693 MSTRG.25008 2.036 0.097  25942376-25950206 piwill 7.302 27.862 —0.941 0.005
chr9: 0.000+ 1.723+ chr9: 0.000+ 18.610+ s
7055233-7116761 MSTRG.24346 0.000 1.156 7032048-7038995 dmrtl 0.000 9.610 0.992 8.48x10

T B HLERIA RO LRIA BV FPKM {H.

Note: Expression level of ovary and testis are FPKM.
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Fig. 3 Gene ontology (GO) functional annotation of differentially expressed genes
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Fig. 4 The location diagram of dmrtl and IncRNA MSTRG.24346

Exons are represented by boxes, while the numbers given below it represent the relative base pair sizes of exons.
Introns are represented by double slant.
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The identification and analysis of long noncoding RNA in testes and
ovaries of the large yellow croaker (Larimichthys crocea)

WANG Weijia"?, HAN Zhaofang', LI Wanbo?, WANG Zhiyong'
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Abstract: To explore the functions of long non-coding RNA in the differentiation of gonads, we performed
next-generation sequencing on strand-specific RNA libraries where rRNA was depleted from total RNA extracted
from three testes and three ovaries of the large yellow croaker (Larimichthys crocea). In total, 66088 transcripts
derived from 31675 genes were obtained from the sequencing data of the large yellow croaker; 5162 IncRNAs
from 3984 gene loci were retained after stringent filtering. There were 9341 differentially expressed mRNAs and
2782 IncRNAs between the male and female gonads at the gene level. Furthermore, Pearson correlation coeffi-
cients were calculated between the differentially expressed IncRNAs and their adjacent genes using the expression
data. We detected 1227 highly correlated IncRNA-mRNA pairs, among which, multiple IncRNAs targeted genes
related to sex differentiation. IncRNA MSTRG.24346 was close to (<17 kb) and highly significantly correlated
with the sex-differentiation candidate gene dmrtl in the large yellow croaker. Thus, this study showed that
IncRNA may play important roles in the sex differentiation of the large yellow croaker.
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