
Figure 7—�gure supplement 1. SILAC data. 
(A) The heavy-to-light ratios for each of the four groups were averaged, and then plotted in descending order of abundance.  The red dotted reference 
line shows the expression of GAPDH. (B) Clustering (based on 1-Spearman as distance metrics and complete linkage) of the 8 heavy SILAC pro�les shows 
that 'NP_YND151' and 'NP_YND152' have the tendency to cluster together, despite their di�erence in the numbers of detected proteins (Figure 7B left). 
Numbers in cells are Spearman correlation coe�cients (based on non-missing values in both pro�les under comparison) between pairs of pro�les. (C) 
Venn diagram showing the overlap of proteins detected by the heavy SILAC pro�les with abundance greater than GAPDH. The speci�c proteins in 
overlap are shown in the table to the right. (D) Venn diagram showing the overlap of proteins detected by the light SILAC pro�les with abundance 
greater than GAPDH. The speci�c proteins in overlap are shown in the table to the right. Ribosomal proteins are highlighted in red.
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AGD_NP CHST3, PLG, Stem=Q5U0B9, COL6A2, cDNA=A8K5A4, CHST6, PGCP, MGP, Immunoglobulin, WD, COL11A1, TUBB4A, COL5A1, cDNA=A8KAJ3, 
ACTN1, HSPA2, ACTG1, HEL−S−44, ANXA2, Phosphoglycerate, S100A1 (n=21)
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LRRC59, HIST1H1B, RRBP1, HIST2H3A, TPM2, cDNA=A8K651, RPL10, RPS8, RPL8, RPL36, RPS13, RPS25, RPS4X, LOC392647, Ribosomal=Q59GX9,

Ribosomal=Q59GY2, Polyadenylate−binding, RPLP0, PTBP1, RPL18, 60S, RPSA, GREM1, GLRX3, TAGLN2, cDNA=B3KVH4, PDXK, cDNA=B3KX96, 
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AGD_AF ∩ AGD_NP
IGL@, MS−D3, RHOC, APOC1, MST1, ACTBL2, C1QA, BMP1, IGHG3, TRPV4, SERPINA4, Amino, SMOC1, KLKB1, PLCD1, C8A, METRNL, CRLF1, C8G,

cDNA, SEMA3A, ISLR, APCS, SLC4A1, cDNA,, CLIC4, MAN1A1, LBP, ECM1, C1QC, ANGPTL4, IGHM, BCAT1, BLVRB, Mannosyl, DNAJC3, RAC1,
GALNT2, CCL18, WISP2, C4BPA, IGHG4, F12, APOA2, PXDN, PLTP, PCYOX1, IGFALS, GDF10, cDNA,, HSP90AB1, APOL1, DKFZp686K18196, PLG,

PFN1, C1QB, PON1, SOST, SAA2−SAA4, Transthyretin, FAM129B, IGFBP3, SEPP1 (n=63)

YND_AF ∩ AGD_AF ARHGEF11, LAMA5, ADAM15, CPNE7, ST13, HEL−S−71p, ITGAV, Annexin, HIST1H2BJ, TUBB4B, TKT, Histone, cDNA, (n=13)

YND_AF ∩ AGD_NP cDNA, WD, DKFZp686C15213, OLFML3, CAPZA2, RAB1A, TNC, UGDH, FLJ00390, SHBG, HEL−S−72p (n=11)

YND_NP ∩ AGD_AF KRT78, CBR1, SLC44A2, FLG2, RAB7A, Isocitrate, PLXDC2, RAB10, CSPG4, RAN, SERPINE2, SCIN, Protein, HLA−CW (n=14)

YND_NP ∩ AGD_NP CHRDL2, KRT16, Amino, CHADL, CHRD, C1R, MXRA5, cDNA,, PRPS2, HEL−S−130P, LOXL2 (n=11)

YND_AF ∩ YND_NP
H1F0, RCN1, LAMA4, MRM1, NID2, SERPINA1, ARHGAP31, SRPX, T−complex, VIT, cDNA,, KRT8, cDNA, CTSC, Plasminogen, SPP1, FNDC1, HEL−

S−271, EHD2, COL3A1, Caveolin, PTRF, DPYSL3, RPS2, COL14A1, SPARC, COL6A2, CALU, TNC, TXN, ACTN4, LMNA, CLTC, CALM2, HMGB1, RPS24,
RPS16, YWHAZ, NCL, TUBB4A, S100A10, TUBA1B, CKAP4, MMP3 (n=44)

YND_AF ∩ AGD_AF ∩ AGD_NP Annexin, ITIH5, ANGPTL5, FGG, cDNA, GNAI2, ATP1A1, KRT6B, FGA, LTBP2, cDNA,, cDNA, LOXL3, SERPINA1, RARRES2, PLS3, SLC29A1, FBLN7,
HPX, DKFZp686N02209, AMBP, COMP, THBS2, PDCD6, CFL1, HEL−S−128m, HEL−S−102, ACTR3, HEL32 (n=29)

YND_NP ∩ AGD_AF ∩ AGD_NP
cDNA, ANGPTL2, cDNA, ITIH1, Mutant, KNG1, APOM, SPON2, APOB, CRYAB, SERPING1, SERPINA10, cDNA, FLT1, RAP1B, cDNA, CPB2, INHBA,

PGCP, COL10A1, CDH1, CHST14, CHST6, APOD, Peptidyl−prolyl, SLC44A1, PXYLP1, PGM1, F10, APOA4, PGLYRP2, HEL−S−78p, HSP90AA1, ACLY,
YWHAZ, PPIB (n=36)

YND_AF ∩ YND_NP ∩ AGD_AF HAPLN3, PFKL, LAMP1, ITIH2, ENPP1, LAMB2, AFM, Galectin, CCL21, ARPC4, ITGB5, TNXB, HBB, ANXA4, ITIH4, RPN1, LDHB, POSTN, ACAN,
IQGAP1, THBS1, Heat, HIST1H4J, UBE1, COL11A1, HEL−S−44, PKM2, ENO2, Phosphoglycerate, ACTN1, ACTG1 (n=31)

YND_AF ∩ YND_NP ∩ AGD_NP PLG, CRTAC1, THBS3, IL17B, SCUBE2, SEMA3B, Alpha−1,4, THBS4, HBA2, FHL1, COL5A2, ESD, Dihydropyrimidinase−like, HEL−S−45, THBS1,
ACAN, THY1, PRDX1, cDNA (n=19)

YND_AF ∩ YND_NP ∩ 
AGD_AF ∩ AGD_NP

LECT2, EMILIN1, C9, SPP2, HTRA3, KRT1, CSPG2, HBA2, APOH, GC, ITIH3, ECM2, COL1A1, HBD, HEL−S−43, FBXO2, APOE, SERPINF2, CLEC3B,
SERPINC1, PLA2G2A, cDNA, COL9A1, RNASE4, A2M, RBP4, SERPINA7, cDNA, EMILIN3, CD55, Solute, MPZL3, VWA1, cDNA,, Cell, COL2A1,

GPX3, F2, ANG, Hemoglobin, DPT, F5, C4A, SEMA3E, GNAS, MFI2, C5, cDNA, SERPINA5, CYTL1, QSOX1, SERPIND1, B3GNT7, OAF, COL9A2,
CPN1, SCRG1, CHST3, KRT5, HEL−S−74, MATN4, ITIH6, KRT14, CXCL12, COL6A2, ALB, SERPINF1, MATN2, FBN1, KRT10, HEL−S−62p, APOA1,

cDNA,, Stem, COL12A1, VTN, ASPN, COL15A1, CLEC3A, COL1A2, PRELP, PDGFRL, HEL−S−2a, HHIPL2, LOX, LECT1, KRT2, FBLN1, COL1A1, MFAP4,
SRPX2, CD109, S100B, PFKP, AFP, cDNA, COL9A3, COL6A1, FMOD, FGFBP2, CILP2, HSPG2, cDNA, HAPLN1, F13A1, CKB, CILP, LYZ, COL11A2,
COL6A3, CD9, ABI3BP, PRG4, cDNA, S100A4, DCN, S100A1, FTH1, GSN, EDIL3, TIMP3, Fructose−bisphosphate, ARHGDIA, KRT9, TNFRSF11B,
Chondroitin, RPS27A, cDNA, CHAD, MFGE8, FTL, LUM, cDNA, PCOLCE, cDNA, TGFBI, AK1, FSCN1, COL2A1, ANXA6, HEL−S−7, EEF2, C2orf40,

CLU, HTRA1, LRP1, RCN3, YWHAQ, HEL−S−97n, CCDC80, ANXA1, AEBP1, Histone, PLOD1, FN1, ANXA2, EZR−ROS1, Histone, MSN, HEL−S−22, MGP,
cDNA, YWHAE/FAM22A, cDNA,, Superoxide, Elongation, TPI1, MIF, Peptidyl−prolyl, LDHA, CLIC1, HEL−S−30, GPI, cDNA, ENO1, PGK1, GAPDH

(n=177)

AGD_AF
NNMT, ADAMTSL3, SEMA3B, SLC14A1, PRKCA, cDNA, PGD, Cold, LAG3, NME1, GMPPB, cDNA, COMMD3−BMI1, STK26, RHOA, cDNA,, cDNA,

MYO1D, Glucosylceramidase, FBLN1, FIBIN, PHGDH, SFRP4, PEF1, HSPA2, GSTM2, SPTA1, TPM3−ROS1, MYO1C, HS3ST3A1, SLC16A3,
CYBRD1, Glutathione, CDC26, cDNA, hCG_1640809, cDNA, ATP1B3, NKRF, CTRC, LOXL4, Uncharacterized, HBA1, Uncharacterized, FN1,

DKFZp686I04196, MYDGF (n=47)

AGD_NP

GCT−A7, VASP, BROX, Ig, Uncharacterized, VWF, CFHR1, HBA1, FN1, DKFZp686C02220, LGALS3BP, PTGDS, ARPC1B, LGI4, CAT, Complement,
MMP2, C4B, PAPSS2, Immunglobulin, Angiotensinogen, Anti−(ED−B), cDNA,, TPM3, ARPC4, LTBP1, CTGF, HPR, CPN2, Gelsolin, C6, ATP1B1,
GCT−A3, PPIE, Beta−2−microglobulin, V<kappa>3, SEMA3D, TNFAIP6, CA1, PAM, Full−length, HEL−S−163pA, FBLN1, cDNA, F9, PRKCB, MLL/

SEPTIN6, CHI3L2, CRP, HBB, IGK@, Transferrin, POSTN, ITIH4, LPA, IGH@, Uncharacterized, ARF4, C8B, PDIA3, ITIH2, HBB, SERPINE2,
ALDOA, FN1 (n=65)

YND_AF

cDNA,, CCT2, COL4A2, CRYAB, COL18A1, cDNA, COL4A1, FAM180B, cDNA, LAMB1, AOC2, cDNA, SBNO1, cDNA, cDNA, cDNA, cDNA,, cDNA,
COL4A3, cDNA, TNMD, BPGF−1, PARK7, IGKC, RPS5, AKR1A1, ECD, CD47, HEL114, PRDX5, CHRDL2, COL8A1, CWC22, Uncharacterized, ABI3BP,

MYOC, AKR7A2, SLPI, BGN, Alkaline, IBSP, HTR3D, Basement, TPM2, HSPD1, Hemoglobin, HP1BP3, DKFZp686H1812, HEBP2, S100B, CPNE3,
cDNA,, SPP1, RRAS, LAMC1, PTN, NID1, MFGE8, KERA, COL6A2, SMOC2, ACAN, HIST2H2BC, cDNA, SSC5D, HEL−S−1, cDNA, TNC, RPS8, cDNA,

HIST2H3PS2, COL5A1, CYB5R3, HEL−S−70, ACTA2, MYH9, PFN1, HIST1H1D, SOD3, HEL−S−99n, HNRNPA2B1, cDNA, Histone, FHL1, EEF1G, TAGLN2,
RPLP0, CD81, AKR1B1, RPLP2, RPS13, LOC202789, Ribosomal, HEL−S−34, RPL31, TUBA1A, MMP3, HNRNPH1, MYL6, RPL18, HEL−S−89n, RPL24,

cDNA (n=103)

YND_NP

Serine/threonine−protein, HGFAC, S100A8, CNTN1, NPEPPS, FAM180A, CUTA, FN1, factor, IGFBP2, FLNB, SCUBE3, S−
(hydroxymethyl)glutathione, BLMH, KRT71, TIMP2, PGM3, S100A7, cDNA, cDNA,, PYGL, PAICS, Lactoferrin, ASPRV1, MFAP2, DSP, AZGP1,

cDNA,, IGF2R, SCUBE1, cDNA, hCG_40889, AMY1A, FLG, CYFIP2, SDCBP, NEO1, DPP4, Protein, Complement, BMP3, C1RL, CALML5, ENPP2,
SEMA4C, PROS1, CRISPLD1, cDNA, TF, HEL−S−41, CRMP1, HBB, TUBB1, PAM16, cDNA,, KRT19, cDNA, MATN4, PLEK, SOD2, TMEM43, TLN1, LAMP2,

FSTL1, Protein, ITGB1, CD44, RPS11, COL5A1, H3L−like, 60S, HNRNPM, PTGES3, HEL−S−69, TMED2, POTEJ, TUBA1C, HSP90B1, RPS9, PDIA3,
FABP5, cDNA,, P4HA1, RPL14 (n=84)
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