meta
#All fields in this template must be completed.

24).

# Templates EXAMPLE: the foot of this page.
#Field names (in biue on this page) should 3 ing feld
. If ther ier i 3 NCBI . dbGaP has hani i for

SERIES
#This section describes the overall experiment.
title profile of h i features in human colorectal liver metastasis (CLM)

‘The immune landscape impacts outcome and therapeutic response in many tumor

types, including colorectal liver metastases (CLM). It has long been known that in

vitro polarized macrophages differ in morphology. Here we tested the hypothesis

that morphology of tumor-associated macrophages (TAMs) in CLM represents a

correlate of function with prognostic significance. Density and morphological metrics

(area and perimeter) of TAMs were measured and correlated with clinic-pathological

progrstc variabes, Wil deniy of TAMS did no corlao withsurvival of GLM

patients, cell area identified small and large macrophages that ted with 5-

Vear discasc.tes sunival rate of 27.8% and 0 2% reapeciiely (5<0.001) RNA

sequencing of morphologically distinct macrophages identified LXRIRXR as the

most aniched paltay nlarge macrophages and upreguiaton of genes Ilved in

cholesterol metabolism,

program. These resuls support rat amura«s morphometrc chammsnzamn can
summary
overall design RNA-sequencmg of small and large tumor associated macrophages in a cohort of § patients
contributor Roberta Carriero
contributor Federica Marchesi
contributor Nina Cortese
contributor Matteo Donadon
contributor Alberto Mantovani
supplementary fle

RA_center_name_code {optional]
sampLes
I he biological tgation, as well as any pr individual Samples.

&t “procsssed data "o ‘aw le coins my bo inclded.
Sample nam title source name organism characteristics: tumor molecule
Sample 1 P8_large_Macrophages Macrophages Homo sapiens Colorectal Iver metastasis. mRNA
Sample 2 P8_smail_Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample 3 P9 large_Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample 4 P9_smail_Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample 5 P10_large_Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample & P10_small_macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Samplo 7 P11 large Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample 8 P11_small_Macrophages Macrophages Homo sapiens Colorectal lver metastasis. mRNA
Sample 9 P12 large_Macrophages Macrophages Homo sapiens Colorectal is mRNA
Sample 10 P12_small_ Macrophages Macrophages Homo sapiens Colorectl lver metastasis. mRNA
PROTOCOLS
#Any of the icable to only a be included of the SAMPLES section instead.

extract protocol
library constm:tmn protocol Libraries were constructed by SMAR
library strateg,

DATA PROCESSING PIPELINE

e D LDl C e R ) G M L
#F parameters, i applicable.

et e e e
data processing step

Ter Stranded Total

RNAKit (Clontech) accordi
Paired-end sequence reads (75-bp in length) were generated on an llumina NextSeq 500

were aligned to the
dataprocessing step

rocossad dat s format and content

# For each fle listed n the “processed data file” columns of the SAMPLES section, provide additional information below.

PROCESSED DATA FILES'
file name. file type.
P8_large_Macrophages Forward. bw bigWi
P8_large_Macrophages Reverse.bw
P8_small_Macrophages. Forward. bw.
P8_small_Macrophages Reverse.ow
P9_large_Macrophages Forward bw
P9_large_Macrophages Reverse.bw
P9_small_Macrophages. Forward. bw.
P9_small_Macrophages. Reverse.ow
P10_large_Macrophages Forward bw
P10_large_Macrophages Reverse.bw
P10_small_macrophages. Forward.bw.
P10_small_macrophages. Reverse.bw
P11 _large_Macrophages. Forwa

P11 large_Macrophages Reverse.bw
P11_small_Macrophages Forward bw
P11 smal_Macrophages Reverse.bw
P12_large_Macrophages Forward bw
P12_large_Macrophages Reverse.bw
P12_small_Macrophages. Forward.bw.

P12 smail_Macrophages. Reverse.bw bigWig
#For each fl listed in the “raw fle” columns of the SAMPLES section, provide addiional information below.
RAW FILES
file name file type
P8_large_Macrophages_R1 fastq,gz fasta
P8 large_Macrophages_R2 fastq,gz fasta
P8_small_Macrophages R1 fastq,gz fasta
P8_small_Macrophages R2.fastq,gz fasta
P9_large_Macrophages_R1fastagz fostq
P9_large_Macrophages_R2fastq gz fastg
Po_smal Mscrophages R sz fastq
P9_smal_Macrophages_R2.faslq.gz fastg
P10 lrae Macophases. &1 sz fastq
P10_large_Macrophages_R2 fastq.gz fastg
_smal_macrophages_R1 fasiq.gz fastq
P10_small_macrophages_R2.fasta gz fastg
P11_large_Macrophages_R1 fastq.gz fastq
P11 large_Macrophages R2.fastq gz fastg
P11_small_Macrophages_R1 fasiqgz fastq
P11 _small_Macrophages_R2fastq,gz fastg
P12_Jarge_Macrophages_R1 fastq.gz fastq
P12 Jarge_Macrophages_R2 fastq.gz fastg
P12_small_Macrophages_R1.fastq gz fastq
P12 small_Macrophages_R2.faslq gz fastg

raw fles, and insert

using STAR 020201 with the following parameters: -
Differential expression analysis was performed using the GLM approach implemented in the R/Bioconductor package EdgeR.
genome. Ensembl Homo Sapiens release GRCh38

bigWig were generated using bam2wig.py module in RSeQC v2.5

“Total RNA was extracted using the Single Cell RNA Purifcation Kit (Norgen Biotek), following the manufacturer’s recommendations for extraction from low cell numbers.
ing to manifacturer’s instructions

~quanthode

file checksum
8471350300 1406660001a5d027 138585
2940cfa42b69304bf121cbe908030336
5727b00b23626acd02712372a7768604
b51204024bed0fc22a0b4ac09c5ad2eb
6b9eef70d1c724c062401ada2aa070ch
42004bB203c0ACBIO5C546731278a51
3476caba60697 echb9efabs3a0es0ffs
008cfaa748ida970b979e0536M47552
S263e5 12636607 1c721615456706
2Bec71026c41b1150695¢e191290:
Setinsatbonsa1az51c TeaBt8E250
6e028693813138120b0f14085ede42
85(d0f05c4114b2b7ad42i9f38efdb2e.
P s
Soacs0e0a201 00332033047
bataiigse o 040550
Sttt oAesca0EmOse 1D
©d98045232062012449604cdeadse3s
adae2(361649576a2cec23480a2dad67
bBaBe2afece0dbd45957 120afca1

file checksum instrument model

read length
5bd67a696bI7562(31b6a49040064  NexiSeqso0 76bp.

or tist
PAIRED-END EXPERIMENTS
file name 1 file name 2
P8_large_Macrophages_R1 fastq gz P8_large_Macrophages_R2 fastq gz
Pe_smal Macrophages R faslagz P8_small_Macrophages_R2.faslq.gz
P9 _large_Macrophages_R1 fastq,gz P9 large_Macrophages_R2 fastq.gz
Po_smai. Macrophages_R1 fas o2 P9_small_Macrophages_R2.fastq gz
P10_large_Macrophages_R1 fastq.gz P10_largo_Macrophages._R2.faslq,gz
P10_small_macrophages_R1.fasta gz P10_small_macrophages_R2.faslq.gz
P11_large_Macrophages_R1 fastq.gz P11 large_Macrophages R2.fastq gz
Pi1_small Macophages Rfasiagz P11_small_Macrophages_R2 fastqgz
P12_Jarge_Macrophages_R1 fastq P12_large_Macrophages_R2 fastq,gz
P17 smai Macrophages_R1 fast gz P12_small_Macrophages_R2 fasta gz

if known. For SOLI

6aba3i039e174d97ed5e53034929a5bb Nex1Seqs00 76bp.
7adcB90819cBacT4b 1412093891512 NexiSeqs00 76bp.
fe34c7cf7c240b8850b8584150087e6  NextSeqs00 76bp.
1950035039bdeb9add2295e3a3%al  NextSeas00 76bp.
79703b1006bb44638ce3054008186950 NexiSeqs00 76bp.
360939a8(6369039c2ca15f(8c99641  Nex1Seq500 76bp.
51936e1c50d7111014810110951885  Nex1Seq500 76bp.
3dc107171bcfod1c479i95(6CiBCB75  NexiSeq500 76bp.
1STISOSCSCZIIeZ15a4110026164 NexSeas00 76bp.
bdefbef25884789203707490/d80585  NexiSeq500 76bp.
il i e NextSeq500 76bp.
2624a72a6b90c319001/678505a30fc  Nex1Seq500 76bp.
af5faaacB863e3417a150e1ac07(042c  Nex1Seqs00 76bp.
Saad?35BC0 HO0TAdS15804370874 NeSeqs00 76bp.
10e303301b899005b4C2a  NextSeq500 76bp.
Teruibsraai00TerSa0eaao2zcns0 NextSeq500 76bp.
1ba34cBBIb5385202222b99035 NextSeq500 76bp.
64e0a25bfa745001(84420051461b60f  NexiSeqs00 76bp.
2047e2ce3a7647095aea72232814191 Nex1Seqs00 76bp.
,lst the 4 f Jude "fle name 3" and "file name 4" columns).
average insert size standard deviation
4478 57.69
a7.97 54,16
4164 57.62
4482 57.34
45,14 56.32
4344 5¢
39,12 55.39
4225 5594
4493 57.45

PB_large_Macrophages.Forward.bw
P8 smal Macrophages Forward bw
P9_large_Macrophages. Forward bw
P9_smal Macrophages Forward.bw
P10 large Macrophages Forward.bw
P10_small_macrophages. Forward.bw
P11 large Macrophages.Forward.ow
P11_small Macrophages.Forward bw
P12_large_Macrophages Forward bw
P12 small_Macrophages. Forward.bw

le
P8_large_Macrophages Reverse bw
P8_small Macrophages Reverse.bw
P9_large_Macrophages Reverse bw
P9_small Macrophages. Reverse.ow
P10 lare Macrophages Reverse bw
P10_small macrophages. Reverse.bw
P11 large Macrophages. Reverse bw
P11_small_Macrophages Reverse.bw
P12_large_Macrophages Reverse bw
P12_small_Macrophages. Reverse.bw

raw file

PB_large_Macrophages_R1 fastq.gz
P8_small Macrophages R1 fasta gz
P9_large_Macrophages_R1 fastq.gz
P9 smal Macrphages R fasta g2
P10 large Macrophages R fasta

P10 small mactophages R fasa
P11 large Macrophages R1 fasta qz
P11 small Macrophages R fasta gz
P12_large_Macropha

1o o Mecropmages A1 st 4o

raw file
P8_large_Macrophages_R2.fastq,gz
P8_small Macrophages R2fasta gz
P9_large_Macrophages_R2.fastq.gz
P9_small Macrophages_ R2fasta gz
P10 large Macrophages R2.fasta.qz
P10_small macrophages R2fastq.gz
P11 large Macrophages R2fasta az
P11_small_Macrophages R2 fastq.gz
P12_large_Macrophages_R? fastq.gz
P12_small_Macrophages R2fasta.gz



