Table S4. Identification and analysis of proteins that were up-regulated and down-regulated in response to cold stress in growth cone of NTS-309.
	[bookmark: _Hlk512090815]aSpot 
No.
	bAccession No.
	cProtein name
	dPlant species
	eProtein MW
	fPI
	gPep. 
Count
	hProtein score
 CI%
	iCellular
location
	jFold change 
Ratio ± SE

	2
	XP_013688985.1
	RNA-binding protein CP29B
	Brassica napus
	31076
	4.82
	6
	100
	Chlo
	NDT

	3
	XP_013656707.1
	glycine-rich RNA-binding protein 10-like
	Brassica napus
	16038
	5.24
	10
	99.99
	Micr
	1.87±0.06

	4
	XP_013656707.1
	glycine-rich RNA-binding protein 10-like
	Brassica napus
	16038
	5.24
	6
	97.01
	Micr
	0.49±0.01

	6
	XP_013687602.1
	bifunctional enolase 2/transcriptional activator
	Brassica napus
	47556
	5.56
	17
	100
	Endo
	1.99±0.09

	8
	XP_013713332.1
	oxygen-evolving enhancer protein 1-1
	Brassica napus
	35164
	5.55
	22
	100
	Chlo
	2.54±0.03

	9
	XP_013688985.1
	RNA-binding protein CP29B
	Brassica napus
	31076
	4.82
	8
	100
	Chlo
	NDT

	11
	XP_013649537.1
	cysteine protease inhibitor WSCP
	Brassica napus
	23891
	8.66
	10
	100
	Extr
	1.9±0.04

	12
	XP_013673398.1
	ATP synthase subunit beta-2
	Brassica napus
	53800
	5.39
	29
	100
	Cyto
	2.52±0.06

	13
	XP_013659948.1
	cysteine protease inhibitor WSCP-like
	Brassica napus
	24956
	6.52
	7
	100
	Extr
	NDC

	14
	XP_013678556.1
	actin-7
	Brassica napus
	41665
	5.31
	20
	100
	Cyto
	2.01±0.11

	15
	XP_013641139.1
	L-ascorbate peroxidase 1, cytosolic-like isoform X3
	Brassica napus
	27594
	5.58
	12
	100
	Micr
	2.63±0.06

	16
	XP_013697709.1
	probable phospholipid hydroperoxide glutathione peroxidase 6
	Brassica napus
	25260
	9.2
	8
	100
	Mito
	2.08±0.18

	17
	AIF75338.1
	chloroplast ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Brassica napus
	19852
	7.59
	11
	100
	Extr
	2.21±0.05

	18
	XP_013720130.1
	PREDICTED: superoxide dismutase [Cu-Zn] 2
	Brassica napus
	21343
	6.79
	8
	100
	Extr
	2.75±0.11

	19
	XP_013649537.1
	cysteine protease inhibitor WSCP
	Brassica napus
	23891
	8.66
	10
	100
	Extr
	3.01±0.05

	20
	XP_013649391.1
	nucleoside diphosphate kinase 1
	Brassica napus
	16384
	6.29
	8
	100
	Micr
	1.94±0.04

	21
	XP_013712048.1
	CBS domain-containing protein CBSX3
	Brassica napus
	22650
	8.71
	11
	100
	Mito
	NDC

	23
	AIF75338.1
	chloroplast ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Brassica napus
	19852
	7.59
	14
	100
	Extr
	3.33±0.39

	24
	XP_013649614.1
	kunitz trypsin inhibitor 1-like
	Brassica napus
	23553
	6.6
	8
	100
	Extr
	NDC

	25
	XP_013641139.1
	L-ascorbate peroxidase 1, cytosolic-like isoform X3
	Brassica napus
	27594
	5.58
	14
	100
	Micr
	3.41±0.22

	26
	AIF75338.1
	chloroplast ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Brassica napus
	19852
	7.59
	14
	100
	Extr
	3.11±0.29

	27
	XP_013641880.1
	glutathione S-transferase DHAR1, mitochondrial
	Brassica napus
	23533
	5.76
	14
	100
	Cyto
	2.1±0.1

	28
	XP_013666490.1
	malate dehydrogenase 1, cytoplasmic-like
	Brassica napus
	35695
	6.11
	17
	100
	Extr
	3.12±0.06

	29
	XP_013666490.1
	malate dehydrogenase 1, cytoplasmic-like
	Brassica napus
	35695
	6.11
	16
	100
	Extr
	2.91±0.21

	30
	XP_013649614.1
	kunitz trypsin inhibitor 1-like
	Brassica napus
	23553
	6.6
	7
	100
	Extr
	NDC


aAssigned spot number as indicated. bDatabase accession numbers from the NCBI database. cThe name of the proteins identified by matrix-assisted laser desorption ionization tandem time-of-flight mass spectrometry (MALDI-TOF/TOF MS/MS). The MALDI-TOF/TOF MS/MS results are presented, if available. dThe plant species that matched the peptides. eTheoretical mass (kDa) of identified proteins. fpI of identified proteins. gThe number of unique peptides identified for each protein. hThe Mascot score obtained after searching against the NCBI database of Brassica rapa and Brassica napus. iThe cellular location of identified proteins as predicted PSORT (http://psort.hgc.jp/). Cyto, cytoplasm; Micr, microbody; Mito, mitochondrial; Endo, endoplasmic reticulum; Chlo, chloroplast, Nucl, nucleus; Extr, extracellular. jFold change is expressed as the ratio of volume between stresses (4℃ for 24 h and control), values are presented as means ± SE of triplicates (n = 3). For some spots, which completely are absent in stressed or control samples, the abbreviation NDC (not detected in control) or NDT (not detected in treatment) was used.

