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Parapenaeopsis hardwickii HF9

Parapenaeopsis hardwickii HF10
Parapenaeopsis hardwickii HF12
|- Parapenaeopsis hardwickii HF7
Parapenaeopsis hardwickii HF11
& Parapenaeopsis hardwickii HF1
Parapenaeopsis hardwickii HF2
Parapenaeopsis hardwickii HF4
B Parapenaeopsis hardwickii HF5

Parapenaeopsis hardwickii HF6
100

Parapenaeopsis hardwickii HF8
L Parapenaeopsis hardwickii HF3

Parapenaeopsis hardwickii HF13
Parapenaeopsis tenella XF3
BL Parapenaeopsis tenella XF4

100 | | parapenaeopsis tenella XF5
g2 || Parapenaeopsis tenella XF1
" Parapenaeopsis tenella XF2
Parapenaeopsis tenella XF6
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Litopenaeus vannamei
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