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PGLYRP4
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32T
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13T
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35B
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CM
34B

CM
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01T

CM
11T

CM
21B

CM
G
24T

CM
41T

CM
46T
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G
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B3GAT1
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FUCA1
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CHPF
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DDOST
SLC35B2
GCNT1
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FUT5
GALNT3
GYLTL1B
FUT8
CHSY1
B4GALT3
B4GALNT4
GALNT6
GALNT7
GALNAC4S−6ST
GAA
NEU1
VCAN
GLB1
PMM2
SLC35B1
CLGN
LMAN2
MGAT4A
PIGO
RPN1
XYLT2
CD33L3
GLA
STT3A
FUT6
CHST8
BCAN
ST6GALNAC5
HS6ST1
DAD1
GNPTG
PIGT
EXTL1
DPM1
ACAN
MGAT5B
MGAT2
ALG8
SIGLEC6
ASGR2
FCN1
LGALS2
SIGLEC5
ICAM3
B3GNTL1
ARSB
GM2A
LGALS9
MAN2B1
HPSE
SIGLEC7
ST3GAL1
HS3ST3B1
VCAM1
ICAM1
KLRC1
KLRC2
KLRC4
KLRK1
CD69
ALG5
FCMD
MAG
SLC35D1
ST8SIA5
B3GNT6
LMAN1L
ST8SIA3
KLRA1
PGAP1
B4GALNT1
ST8SIA4
LMAN1
PIGU
PIGW
GCNT2
GALNT14
HS6ST2
UGT8
B3GNT3
HAS3
LGALS7
GAL3ST1
PIGR
CLEC4M
LAYN
ST8SIA2
ST8SIA1
LFNG
HYAL2
CHST10
GBA2
PIGS
GBGT1
MGAT1
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MRC2
HAS2
CHST4
GNS
NDST1
EXTL2
PIGY
B3GALT4
KLRF1
FUT10
LGALS1
FUT4
CHST3
MGAT3
GALNTL1
COLEC12
DSE
COLEC11
CLEC4G
LGALS3
CLEC14A
HYAL1
GALNTL2
GGTA1
CLEC3B
PECAM1
MRC1L1
LGALS12
ST6GALNAC6
ICAM2
UST
ST6GALNAC3
SELP
ST3GAL3
MAN1A1
GPLD1
FBXO27
PIGP
PIGZ
CHODL
PMM1
MAN2A2
GALNT12
ST3GAL5
MFNG
XYLT1
LGALS4
NAGLU
ST6GALNAC1
CANX

Sample Type
Adjacent
Tumor biopsy
Whole tumor

a) b)

Supplementary �gure 1: Hierarchical clustering of glycan gene expression including sample names and gene symbols. 
A) Dataset A. Malignant tissue and samples from healthy women are marked red and green on the dendrogram, respectively. These two groups are well separated
indicating that glycan gene expression is profoundly altered during carcinogenesis. A subgroup of normal samples appears to have a di�erent glycan gene signature.
This group is largely identical to the “cluster 1” group de�ned by whole-genome expression analysis by Haakensen et al (unpublished data). Samples classi�ed as 
“cluster 1” are marked blue.
B) Dataset B. Tumor tissue samples are marked red on the dendrogram – bright red if extracted from a tumor biopsy or dark red in case whole-tumor was used. Core
biopsies of adjacent breast tissue are marked green. The malignant and the non-malignant samples are well separated in this dataset as well. Note that the normal and
malignant samples are equally well separated in both datasets (with only a few misplaced samples) despite that dataset A contains samples from di�erent individuals
while dataset B consists of tumor and adjacent normal tissue from the same patient.


