Pakistan J. Zool., vol. 56(2), pp 513-521, 2024 DOI: https://dx.doi.org/10.17582/journal.pjz/20220526170507

Supplementary Material

Candidate Chemosensory Genes Identified in the
Procambarus clarkii (Decapoda: Cambaridae) by
Antennules Transcriptome Analysis

Check for
updates

Zhengfei Wang'*, Chenchen Shen'?, Yiping Zhang'!, Dan Tang'?, Yaqi Luo!,

Yaotong Zhai', Yayun Guan', Yue Wang' and Xinyu Wang'

Jiangsu Key Laboratory for Bioresources of Saline Soils, Jiangsu Synthetic Innovation

Center for Coastal Bio-agriculture, Jiangsu Provincial Key Laboratory of Coastal

Wetland Bioresources and Environmental Protection, School of Wetlands, Yancheng

Teachers University, Yancheng 224001, Jiangsu Province, China

2College of Fisheries and Life sciences, Shanghai Ocean University, Shanghai 201306,

China

3College of Biotechnology and Pharmaceutical Engineering, Nanjing Tech University,

Nanjing 211800, Jiangsu Province, China

Supplementary Table S 1. Statistics for de novo Seq Length Distribution

transcriptome assembly. o
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length length length %) + e
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Supplementary Fig. S1. Distribution of Procambarus
clarkii unigenes length.

*  Corresponding author: wangzf@yctu.edu.cn
0030-9923/2024/0002-0513 $ 9.00/0

Copyright 2024 by the authors. Licensee Zoological Society of
Pakistan.

This article is an open access 3 article distributed under the terms
and conditions of the Creative Commons Attribution (CC BY)
license (https://creativecommons.org/licenses/by/4.0/).


https://creativecommons.org/licenses/by/4.0/
https://dx.doi.org/10.17582/journal.pjz/20220526170507
crossmark.crossref.org/dialog/?doi=10.17582/journal.pjz/20220526170507&domain=pdf&date_stamp=2008-08-14

Z. Wang et al.

100 35631

w 10 3563
[} o
¢ g
by 2
o 1 356 e
N o
S E
=

8 . 2

biological_process cellular_component molecular_function

Supplementary Fig. S2. Distribution of Gene Ontology (GO) categories (level 2) of transcripts for Procambarus
clarkii. In the figure, the abscissa represents the secondary classification term of GO, the left ordinate represents the
percentage of isogenic contained in the secondary classification, the right ordinate represents the number of isogenic
compared with the secondary classification, and the three colors represent the three categories, in which green
represents the biological process, blue represents a cellular component, and red represents the molecular function.
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Supplementary Fig. S3. Histogram presentation of the results from the classification using EuKaryotic Orthologous
Groups (KOG). In the figure, each color column represents A functional classification of KOG (represented by
capital letters A~Z, the specific meaning is marked on the right), and the height of the column, namely the vertical
coordinate, represents the transcript number with this kind of function.
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Supplementary Fig. S4. Distribution of Procambarus clarkii differentially expressed genes among Kyoto
Encyclopedia of Genes and Genomes (KEGG) pathways. The ordinate is the name of the KEGG metabolic pathway,
and the abscissa is the number of genes annotated into the pathway and the proportion of the number of genes in the
total number of genes annotated. According to the KEGG metabolic pathways involved, genes are divided into five
branches: Metabolism (A), Genetic Information Processing (B), Environmental Information Processing (C), Cellular

Processes (D), and organic Systems (E).



