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Abstract (300-word limit)
Statement: Macrobrachium vollenhovenii are shellfishes inhabiting coastal and freshwater habitats, and are prawns of high protein content. Perceived cryptic genetic and size structure in populations of the species necessitated preliminary biological assessment on divergence in size and DNAsequences of observed morphologic variants of the species for delineation. 
Methodology and Theoretical Orientation: 90 samples each of EAAL, SLAL, LLAL (GAALs) and EAOR, SLOR, LLOR (GAORs) being individuals possessing equal left and right side’s chelae/arm (EA-novel), longer left (LL-novel), and shorter left (SL-erstwhile) chelae, obtained from two freshwater habitats (represented as AL and OR) having connection to Lagos Lagoon of the Atlantic ocean in Nigeria, were assessed for size phenotypes: length, L(cm), weight, W(g), and condition factor, K. Subsample’s Partial genome sequences, and the NCBI-reference sequences (NCBIrefseqs) were evaluated for phylogenetic relationship, single nucleotide polymorphism (SNP) and amino acid translates. Phenotypic data were analyzed for differences through ANOVA, and DNAsequences through Mega 6.0 software.
Findings: Respective GAAL had significantly (p<0.05) higher L, W, and K than counterpart GAORs. W and K in EAAL and EAOR were different from respective SLAL and LLAL, and SLOR and LLOR. Sequences formed two main phylogenetic rootings in which three NCBIrefseqs co-rooted with EAAL and EAOR. Other NCBIrefseq co-rooted with SLOR, LLOR, SLAL and LLAL. SNPLocus 91 separated 100%GAAL alongside 100%NCBIrefseqs from 100%GAOR, this translate to Valine. SNPLocus 171 separated EAAL, EAOR, alongside their co-rooted NCBIrefseqs from SLOR, LLOR, SLAL, LLAL and their co-rooted NCBIrefseq, translating to Glycine/Glutamic acid change.
Conclusion and Significance: EA and SL/LL constitute genotypes of divergent sizes having corresponding SNP and amino-acid translates. The genotypes could have habitat strains. NCBIrefseqs were mix of the genotypes probably misconceived as unit. This study provides tools for discriminating intraspecific genotypes of the species in biological studies, and for marker assisted selection for protein diversity in aquaculture.
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Image of the studied morphotypes in Macrobrachium vollenhovenii
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