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1. &¥#tabagen

PythonhRZ&EK 3.6+, FHXEMIXAIPythonik4<E3.7.16, abagenhkZ~ZE0.1.3,

pip install abagen

2. (ER L 1TIRENEUE


mailto:free_learner@163.com
https://learning-archive.org/
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

X2 expression.csv @RZIRENVEIE, SEMA BXKEE , BTRI—TMRX, BHFHREX
iR, S5RE—1MNERA; --data_dir EMRTFAHBARIBMERRR, MMRF—RBITBEHTH
IR, BERRKME; --atlas_info RADXERNESE (WTEFR) , &M, 883

5, F—HRRXHFIRE, FIBRESMMXMUTAFEKERAEFKE, F=IERE MRKXE
FHALEH, tHIIERHERE TS, RE—"SHEHXER, BXBEMNANEARTENS
XiEfR (ERAIFMNILS2=E]) , el IREEETEIS XER (BRI Ffsaverage5=iEl) o

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

MRS XERPRELENXR)DN, JRESFEETENER, UMERE LENEREKE, X E
BEEIRE --missing &I, Fb, RIBFERASXKEPRRIN, WRMER --missing &I, BJLL
PNk --norm_all, Ek#d:

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. AR TRENER R

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)

B Fan1THA R, BANAiaE— M ERERRE (WTEFRR) o LI, BRTHR
DS TRXHNERREHE, WaIERNRARNGEE, BRERIESEE HERNE.



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:




