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Table S1. A summary of published whole-transcriptome m6A profiling methods. 

 

Method Base-
resolution? Quantitative? Input RNA 

amount 
Covering 

all motifs? 
Direct m6A 
detection Antibody free? 

m6A-MeRIP-seq No No 2–400 μg 
mRNA Yes No No 

miCLIP-seq Yes No 20 μg mRNA Yes No No 

m6A-LAIC-seq No No ~4 μg mRNA Yes No No 
m6A-REF-seq 

& MAZTER-seq Yes Yes 100 ng mRNA No No Yes 

DART-seq Yes No 10 ng ~1 μg 
total RNA No No Yes 

m6A-SEAL No No 5 μg mRNA Yes No Yes 

m6A-label-seq Yes No 5 μg total 
RNA Yes Yes No 

m6A-SAC-seq Yes Yes ~2 ng 
mRNA Yes Yes Yes 

eTAM-seq Yes Yes RNA from as 
few as 10 cells Yes No Yes 

GLORI Yes Yes 200 ng mRNA Yes No Yes 

 

Table S2. A summary of published whole-transcriptome Ψ profiling methods. 

 

Method Base-
resolution? Quantitative? Input RNA 

amount 
Pulldown 

enrichment? 
Detection 
signature 

Chemicals 
applied 

Applicable to 
mammalian mRNA? 

Ψ-seq Yes No Not specified No RT stop CMC Yes 

Pseudo-seq Yes No 
 mRNA from 
2~10 μg total 

RNA 
No RT stop CMC Yes 

PSI-seq Yes No 3 μg mRNA No RT stop CMC No 

CeU-seq Yes No 10 μg mRNA Yes RT stop CMC Yes 

RBS-seq Yes No 5 μg mRNA No Deletion Bisulfite Yes 

HydraPsi-
seq Yes Yes 10~50 ng 

mRNA No 
Resistant to 

hydrazine/anil
ine cleavage  

Hydrazine/ 
aniline No 

BID-seq Yes Yes 10 ng mRNA No Deletion Bisulfite Yes 

PRAISE Yes Yes 
500 ng 

mRNA or 
total RNA 

No Deletion Bisulfite Yes 

 

 



Table S3. A summary of our recently developed sequencing methods for whole-transcriptome 

profiling of m5C, m1A, 2'-O-methylation (Nm), and internal m7G. 

 

Method Base-
resolution? Quantitative? Input RNA 

amount 
Pulldown 

enrichment? 
Detection 
signature 

Engineered 
RT applied? 

Which base is to be 
detected? 

UBS-seq Yes Yes 10~20 ng 
mRNA No Mutation No m5C 

DAMM-
seq Yes Yes ~10 ng RNA No Mutation No m1A, m3C, m1G, and 

m2
2G 

m1A-quant-
seq Yes Yes ~100 ng 

mRNA No Mutation Yes m1A 

Nm-Mut-
seq Yes Yes 200~800 ng 

mRNA No Mutation Yes 2'-O-methylation 

m7G-seq Yes No 4~6 μg 
mRNA Yes Mutation No Internal m7G 

m7G-quant-
seq Yes Yes 

~200 ng 
cellular small 

RNA 
No Mutation No Internal m7G 

 

 

 


