Table S2. Identification and analysis of proteins that were up-regulated and down-regulated in response to cold stress in growth cone of Longyou-7.
	aSpot No.
	bAccession No.
	cProtein name
	dPlant species
	eProtein MW
	fPI
	gPep. Count
	hProtein score
 CI%
	iCellular
location
	jFold change Ratio ± SE

	1
	XP_009126366.1
	PREDICTED: elongation factor 1-beta 2
	Brassica rapa
	24241
	4.42
	10
	100
	Micr
	NDC

	2
	XP_009149407.1
	PREDICTED: pathogenesis-related protein 5-like
	Brassica rapa
	25433
	4.73
	6
	100
	Extr
	2.73±0.78

	4
	XP_009133572.1
	PREDICTED: 3-isopropylmalate dehydratase small subunit 3
	Brassica rapa
	26166
	6.43
	11
	100
	Chlo
	4.02±0.28

	5
	XP_009105984.1
	PREDICTED: kunitz-type serine protease inhibitor DrTI-like
	Brassica rapa
	23531
	6.74
	6
	100
	Extr
	1.97±0.24

	6
	XP_009105984.1
	PREDICTED: kunitz-type serine protease inhibitor DrTI-like
	Brassica rapa
	23531
	6.74
	5
	99.99
	Extr
	2.79±0.11

	7
	XP_009122531.1
	PREDICTED: soluble inorganic pyrophosphatase 6
	Brassica rapa
	33286
	5.71
	12
	100
	Mito
	0.2±0.01

	8
	XP_009105889.1
	PREDICTED: cysteine protease inhibitor WSCP-like
	Brassica rapa
	22818
	6.59
	5
	100
	Extr
	NDT

	9
	XP_009147555.1
	PREDICTED: epithiospecifier protein-like
	Brassica rapa
	42817
	6.93
	19
	100
	Micr
	0.51±0.03

	11
	XP_009105984.1
	PREDICTED: kunitz-type serine protease inhibitor DrTI-like
	Brassica rapa
	23531
	6.74
	6
	100
	Extr
	NDC

	13
	XP_018515525.1
	PREDICTED: coiled-coil domain-containing protein 22 isoform X4
	Brassica rapa
	45132
	5.3
	17
	100
	Nucl
	2.98±0.68

	14
	XP_009148034.1
	PREDICTED: L-ascorbate peroxidase 1, cytosolic isoform X1
	Brassica rapa
	29002
	5.69
	13
	100
	Endo
	2.64±0.05

	15
	AKA28295.1
	chloroplast triosephosphate isomerase
	Brassica rapa subsp. Chinensis
	33148
	6.96
	9
	97.74
	Chlo
	0.5±0.05

	16
	XP_009132781.1
	PREDICTED: probable fructokinase-1
	Brassica rapa
	35242
	5.39
	18
	100
	Cyto
	0.49±0.02

	17
	XP_009106840.1
	PREDICTED: nucleoside diphosphate kinase 1
	Brassica rapa
	16384
	6.29
	9
	100
	Micr
	NDC

	20
	XP_009140848.1
	PREDICTED: superoxide dismutase [Cu-Zn] 2, chloroplastic
	Brassica rapa
	21355
	6.54
	5
	100
	Chlo
	2.57±0.08

	21
	AAD33602.1
	type 2 peroxiredoxin
	Brassica rapa subsp. pekinensis
	17421
	5.37
	11
	100
	Cyto
	0.37±0.02

	22
	AIF75324.1
	chloroplast ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Brassica rapa
	19851
	8.23
	15
	100
	Extr
	3.74±0.03

	23
	AIF75317.1
	chloroplast ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Brassica rapa
	19794
	8.23
	10
	99.99
	Extr
	NDT

	24
	XP_009122019.1
	CBS domain-containing protein CBSX3, mitochondrial-like
	Brassica rapa
	22740
	8.69
	12
	100
	Mito
	0.16±0.06

	25
	XP_009114068.1
	PREDICTED: S-adenosylmethionine synthase 2
	Brassica rapa
	42675
	5.51
	8
	100
	Cyto
	0.35±0.07

	26
	AAO38781.1
	ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit
	Brassica rapa subsp. Oleifera
	52923
	5.88
	24
	100
	Micr
	NDT

	27
	XP_009122716.1
	PREDICTED: adenosine kinase 2-like
	Brassica rapa
	37600
	5.15
	17
	100
	Endo
	0.33±0.04

	28
	XP_009122716.1
	PREDICTED: adenosine kinase 2-like
	Brassica rapa
	37600
	5.15
	17
	100
	Endo
	0.14±0.01

	29
	XP_018508643.1
	PREDICTED: V-type proton ATPase subunit B3-like
	Brassica rapa
	54033
	5.03
	24
	100
	Cyto
	0.31±0.02


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.
