G0:0006040:amino sugar metabolic process-
G0:0032886:regulation of microtubule-based process-
G0:0070507:regulation of microtubule cytoskeleton organization-
G0:0046349:amino sugar biosynthetic process-
G0:0009225:nucleotide-sugar metabolic process+
GO:0000103:sulfate assimilation

G0:0010695:regulation of mitotic spindle pole body separation-
G0:0009226:nucleotide-sugar biosynthetic process-
G0:0006047:UDP-N-acetylglucosamine metabolic process-
G0:0006048:UDP-N-acetylglucosamine biosynthetic process-

G0:0005783:endoplasmic reticulum-
G0:0005816:spindle pole body -
G0:0072686:mitotic spindle-

GO:0072546:EMC complex-

G0:0009337:sulfite reductase complex (NADPH)
G0:1990295:post-anaphase microtubule array-
G0:0030907:MBF transcription complex-
G0:0000214:tRNA-intron endonuclease complex-
G0:1905759:post-anaphase array microtubule-
G0:1905721:mitotic spindle astral microtubule end-

G0:0140110:transcription regulator activity -

GO:0003700:DNA-binding transcription factor activity-

G0:0000981:DNA-binding transcription factor activity, RNA polymerase Il-specific-
GO:0000987:cis-regulatory region sequence-specific DNA binding-

GO:0000978:RNA polymerase Il cis-regulatory region sequence-specific DNA binding-
G0:0001228:DNA-binding transcription activator activity, RNA polymerase Il-specific+
G0:0004421:hydroxymethylglutaryl-CoA synthase activity

G0:0004351:glutamate decarboxylase activity-

G0:0004343:glucosamine 6-phosphate N-acetyltransferase activity-
GO:0003977:UDP-N-acetylglucosamine diphosphorylase activity -
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Fig. S7 GO enrichment analysis of the DEGs from CaCl, treatment group

BP, biological process. CC, cellular component. MF, molecular function.
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