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1. &¥#tabagen

PythonhRZ&EK 3.6+, FHXEMIXAIPythonhik4<E3.7.16, abagenhkZ<2E0.1.3,

pip install abagen

2. (ERm<TTIRERIE


mailto:free_learner@163.com
https://alexbrain.cn/
https://human.brain-map.org/
https://abagen.readthedocs.io/en/stable/index.html

abagen --output_file=/home/alex/expression.csv --data_dir=/home/alex/ahba \
--atlas_info=/home/alex/myatlas_info.csv /home/alex/myatlas.nii.gz

XE expression.csv @ERZXIRINVEIE, SN BRERA , BITRI—THKX, AHRFHRER
AR, BRI —NER,; --data dir ETRTAHBATUENERR, WIRF—REIT2E5hTEH
iR, FERKEE, --atlas_info RADXIFERWESE (WTEPFR) , Bk, €83

5], FYRRMXHFTE, FIEEIMRXAUTEFIKEREFIKE, F=VEETTHNXE
FHA%EN, tERHERE TF. &E—1MESHESIXIER, BXENLHNEAER=TENS
XiER (BEXRATFMNILS2=T(E]) , ebURERETEIDXENR (BRI Ffsaverage5=a]) o

id hemisphere structure
1 L cortex
2 R cortex
3 L cortex
4 R cortex
5 L cortex
6 R cortex

MRS XIERPELERX )N, AJESEFEETENBR, UMEEE LENEREE, X0z
ALEEIRE --missing &, Fb, RIBFERAXKEPIEIN, WNRFER --missing &I, BJLL
A0k --norm_all, EtbaO:

abagen --output_file=expression.csv --data_dir=/home/alex/ahba \
--atlas_info=/home/alex/myatlas_info.csv \
--missing=centroids --norm_all /home/alex/myatlas.nii.gz

3. s RRIZAS TR ENER IR

import abagen

expression, report= abagen.get_expression_data('/home/alex/myatlas.nii.gz’',
atlas_info="'/home/alex/myatlas_info.csv',
missing='centroids', norm_matched=False,
return_report=True,
data_dir="'/home/alex/ahba')

expression.to_csv('/home/alex/expression.csv', header=True, index=True)

BEEFa<LTRIAN, HANAGAT Ml — T AIERERRE WTEFR) o 5, BRTHR
R MRXNERTAEE, BrILLFESRNRAREE, BERBRIESEEAEANE,



Fegional microarry expression data were obtained from 6 post-mortem brains (1 female, ages
24.0--57.0, 42.50 +/- 13.38) provided by the Allen Human Brain Atlas (AHBA, https://
human.brain-map.org; [H2012N]). Data were processed with the abagen toolbox (version 0.1.3;
https://github.com/rmarkello/abagen) using a 246-region volumetric atlas in MNI space.

First, microarray probes were reannotated using data provided by [A2019N]; probes not matched

to a valid Entrez ID were discarded. Next, probes were filtered based on their expression
intensity relative to background noise [Q2002N], such that probes with intensity less than the
background in >=50.00% of samples across donors were discarded , yielding 31,569 probes . When
multiple probes indexed the expression of the same gene, we selected and used the probe with
the most consistent pattern of regional variation across donors (i.e., differential stability;

[H2015N]), calculated with:




