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Transcriptional changes in the mammary gland during lactation revealed by single
cell sequencing of cells from human milk.

FmET 12121 PMID: 35091553
=== Nat Commun 2022 01 28;13(1) s iming===es: ROy Re % | DOl: 10.1038/541467-021-27895-0
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2. EFURIHIR M BN MR E W IR R

Stromal oncostatin M cytokine promotes breast cancer progression by
reprogramming the tumor microenvironment.

IEET: 11.864 PMID: 35192545

EEFIEE: ) Clin Invest 2022 04 01;132(7) | e e o O Y RV B DOI: 10.1172/ICI148667

{E&EFIZE Araujo AM, Abaurrea A, Azcoaga P, Lopez-Velazco JI, Manzano S, Rodriguez J, Rezola R, Egia-Mendikute L,
Valdés-Mora F, Flores JM, Jenkins |, Pulido L, Osorio-Querejetal, Fernandez-Nogueira P, Ferrari N, Viera C,
Martin-Martin N, Tzankov A, Eppenberger-Castori S, Alvarez-lopez |, Urruticoechea A, Bragado P, Coleman N,
Palazén A, Carracedo A, Gallego-Ortega D, Calvo F, Isacke CM, Caffarel MM, Lawrie CH,
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Single-cell and spatially resolved analysis uncovers cell heterogeneity of breast

cancer.
A 11.059 PMID: 35241110
DOI: 10.1186/s13045-022-01236-0
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A single-cell analysis of breast cancer cell lines to study tumour heterogeneity and
drug response.

FmET 12121 PMID: 35361816
HEFE: Nat Commun 2022 03 31;13(1) | e == o 3-i: r ey pe vl DOI: 10.1038/s41467-022-29358-6
{E&%F Gambardella G, Viscido G, Tumaini B, lsacchi A, Bosotti R, di Bernardo D,
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BRCA1Single-Cell RNA Sequencing Reveals the Cellular Origin and Evolution of
Breast Cancer in Mutation Carriers.

FUAF: 9.727 PMID: 33727227 HATEE: Cancer Res 2021 05 15;81(10) 1St iv o O N NN/ PPE
DOI: 10.1158/0008-5472.CAN-20-2123
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6. B4 AT iR T =B MEFLAE 5 PD-L1 P IS 56 ¥ 5048 o B 40 o T3

Single-cell analyses reveal key immune cell subsets associated with response to PD-
L1 blockade in triple-negative breast cancer.

FAET: 26.602 PMID: 34653365  HATIF#: Cancer Cell 2021 12 13;39(12) [l = O WIZ7EN
DOI: 10.1016/j.ccell.2021.09.010

{EE%I3%: Zhangy, ChenH, MoH, HuX, GaoR, ZhaoV, LiuB, Niul, SunX, YuX, Wangy, ChangQ GongT,
GuanX, HuT, QianT, XuB, MaF, ZhangZ, LiuZ
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7. 14 CDK4/6 AT{Ei CD8 T ZHfic{Z I &

Inhibition of CDK4/6 Promotes CD8 T-cell Memory Formation.

IAET: 29.497 PMID: 33941591  HAFIEE%: Cancer Discov 2021 10;11(10) [l e oA FPEY
DOI: 10.1158/2159-8290.CD-20-1540

{E&%F=: Heckler M, Ali LR, Clancy-Thompson E, Qiang L, Ventre KS, Lenehan P, Roehle K, Luoma A, Boelaars K,
Peters V. McCreary J, Boschert T, Wang_ES, Suo S, Marangoni F, Mempel TR, Long HW, Wucherpfennig KW, Dougan M
Gray NS, Yuan GC, Goel S, Tolaney SM, Dougan SK,

w fr

=[]

ey

WEFLE I P SR R P 4R T G e A A sl R an e s A2 1 CD8 T 4
HEAEE: AmAs

WFpEsEmE: 10x &, HIHIEF (scRNA-seq)

IR 61,490 4Hif



GEN3
SHEE

8. BN BRANFLIE B, CDK4/6 i (5T H0% 19 CD8 T 4ii i) Tic iz R AL, Al
FAZH R SRR RN T 20 B 52 AR v B BB R R VAl 7544 palbociclib Y abemaciclib ¥ 77 Z Hi Al
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8. NRIMRHIER . ERTAMBURRAH B4 RNA Rk B

A single-cell RNA expression atlas of normal, preneoplastic and tumorigenic states in
the human breast.

SAEF: 9.889 PMID: 33950524

HAHIE%: EMBOJ 2021 06 01;40(11) S pmrestd=pa e/ Yo ) [ [ Ypick] DOI: 10.15252/embj.2020107333
{E&7%I3%: PalB, ChenY, Vaillant F Capaldo BD, Joyce R, Song X, Bryant VL, Penington JS, Di Stefano L,
Tubau Ribera N, Wilcox S, Mann GB, kConFab, Papenfuss AT, Lindeman GJ, Smyth GK, Visvader JE
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9. FLAMRE BEDGL PD1 16T I IE iR P 224 FA B I

A single-cell map of intratumoral changes during anti-PD1 treatment of patients
with breast cancer.

SBEF: 36.13 PMID: 33958794  EFU&=%s: Nat Med 2021 0527 (5 e e Ve STIPIAE
DOI: 10.1038/s41591-021-01323-8

{E&FIZ: Bassez A, Vos H, Van Dyck L, Floris G, Arijs |, Desmedt C, Boeckx B, Vanden Bempt M, Nevelsteen |,
Lambein K, Punie K, Neven P, Garg AD, Wildiers H, Qian ), Smeets A, Lambrechts D,
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BERGR: FUIMEAL (29 NARBEZH PDIAITHIEZ+11 AN PD1 V677 RT3 57 B
I I D
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WIRA M 175,942 Ml

i Sz MRS 2IA PDL Y T 410, JX L8 T 40M7EST PD1 IAYT 5 il s e g 1,
SR T e, P3G 3 B A A0 B A S R 5 R A CDS T 4R (PRF1, GZMB). i
S I H(CXCL13) A s bR EMI(HAVCR2, LAG3), LUk T-helper-1 (IFNG)FIJE 4 B
YI(BCL6, CXCROREMN CD4 T 4. fEIGITRIMIERH, Sl R SR 40 B (PD-
L1). 5570 B R A (CCR2 5 MMPO)FIZ I ! 3 S SUH A MEE Ak V1T 28304 (e
R AEXAZE S T Ay 38 2 IEAHOC. AR, RORHTRN L2 T 405(TCF7, GZMK)
s E WA I(CX3CRI, C3)5 T 4Hd Tk AR . B8 T & G e R RURIAR S A B R
8, 8RN T LR PP PDL YATT RS R

10, FLARPE Y BL40 BN 2 e AR AT IR

A single-cell and spatially resolved atlas of human breast cancers.

SBETF: 27.603 PMID: 34493872  EEfusss: Nat Genet 2021 09;53(9) Bt e LIPYARAN
DOI: 10.1038/<41588-021-00911-1

{EBFIZ= Wu SZ, Al-Eryani G, Roden DL, Junankar S, Harvey K, Andersson A, Thennavan A, Wang C, Torpy JR,
Bartonicek N, Wang T, Larsson |, Kaczorowski D, Weisenfeld NI, Uytingco CR, Chew )G, Bent /W, Chan CL,
Gnanasambandapillai ¥V, Dutertre CA, Gluch L, Hui MN, Beith J, Parker A, Robbins E, Segara D, CooperC, Mak C,
Chan B, Warrier S, Ginhoux F, Millar E, Powell JE, Williams SR, Liu XS, O'Toole §, LimE, LundebergJ, Perou CM,
Swarbrick A,
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