Table S1. The key DEGs and DEMs of P. vannamei under cold stress.

log2 FC(T2/CK) log? log2 FC(T4/CK)

Pathway Genes/Metabolites Description FC(T4/T2)
Amino acid metabolism M104T376_NEG L-serine -0.962606017 0 0
M105T328_NEG Glycerate/Glyceric acid 0 0 -3.537351536
M74T358_NEG Glycine -0.898461040 0 -0.952692699
M118T357_NEG L-Threonine -1.353407689 0 -1.954460693
M135T330_NEG L-threonate -1.295326495 0 -1.302054740
M128T370_NEG L-pyroglutamic acid 0 0.596884107 0.775056740
M132T344_2_POS Alanine betaine 0 -0.483044274 0
M88T339_NEG Alanine 0 1.766475732 1.418774223
M169T434_POS L-Glutamine -2.459652441 3.341647945 0.881995504
M146T409_NEG Glutamate/Glutamic acid 0 -0.742869950 0
M116T446_POS D-ornithine 0.459155890 0 0
M175T515_POS Arginine -0.637661019 0 -1.290435941
M114T304_2_NEG Proline 0 1.212791422 1.706985977
M131T383_2_NEG Asparagine 0 0.686283997 0
M206T348_POS 4-acetamidobutanoate 0.866689421 -0.751423202 0
ROT61431.1(AMT) Aminomethyl transferase 0 0 1.416311402
ROT66029.1(SHMT1) Serine hydroxymethyltransferase, cytosolic 0 0 -1.235863583
ROT81872.1(ASL) Argininosuccinate lyase 0 0 -1.559335374

Aldehyde dehydrogenase, dimeric NADP-
ROT77699.1(Aldh3al) -3.040157126 0
preferring 0

ROT78477.1(Aldhl6al) Aldehyde dehydrogenase family 16 member A1l 0 -1.089878050 -1.393638984
Lipid metabolism M199T45_NEG Dodecanoic acid 0 -0.421400477 0
M283T679_NEG Stearic acid 0 1.185139086 0
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Figure. S1 OPLS-DA score plots and OPLS-DA permutation test.
Positive OPLS-DA score plots of CK vs T2 (A), CK vs T4 (B), and T2 vs T4 (C) and permutation tests of CK vs T2 (D), CK vs T4 (E), T2 vs T4 (F); Negative
OPLS-DA score plots of CK vs T2 (G), CK vs T4 (H) and T2 vs T4 (I) and permutation tests of CK vs T2 (J), CK vs T4 (K), T2 vs T4 (L).



