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SUPPLEMENTARY FIGURE S2
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Bulk RNA-Seq Read Density Visualization

DEF8 = Representative Differential APA Gene (DAG)
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SUPPLEMENTARY FIGURE S3
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CCACNGT = DAG that is identified by PolyAMiner-Bulk but not APAlyzer or DaPars

ANK1 = DAG that is identified by APAlyzer but not PolyAMiner-Bulk ACP1 = DAG that is identified by DaPars but not PolyAMiner-Bulk
Joka L. kb = mdasall = J e =
Jowk 0. klakd = | wmastbll = Y ™\ =
Joade | ol = . —adal = I T ™ | =
J 1 civanl = o __.mhl__.“ " | ‘u e
N il T p Y N | ‘“ =
I . = ) Y | (hatd =
+ — - ; —— E - — — —
‘Eulk RNA-Seq Read Density Vlsuallullonw Bulk RNA-;BL] Read Den ity Visualization A
I | = | = I | &=
4l | = 4 = | . =
r } | : . = | = n i | =
| = . = N | e
j | = | = ) | | =
i = B Lo =

Pseudo 3'-Seq Read Density Visualization

Pseudo 3'-Seq Read Density Visualization

K01 ¥ R1 CR2 CR3 KD_1 KD_2

o
L PR oss 083 082 086 088
| o

Read Density Heatmap

023

Read Density Heatmap

-
é— 0.055 0.07 0.028 0.056 0.043 0.052

Read Density Heatmap




SUPPLEMENTARY FIGURE $4
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Supplementary Table S1

Feature PolyAMiner-Bulk APAlyzer APAtrap DaPars QAPA Roar TAPAS

De novo C/PAS YES NO YES YES NO NO YES

identification

Reference Database | PolyASite & PolyA DB N/A N/A PolyASite/ PolyA_ DB & | N/A
PolyA DB only GENCODE APASdb

Deep Learning YES NO NO NO NO NO NO

Model

Intral-distal and YES NO NO NO NO NO NO

intra-proximal APA

quantification

3’UTR APA YES YES YES YES YES YES YES

IPA YES YES NO NO NO NO NO

Visualization YES YES NO NO NO NO NO

(Volcano Plot)

Visualization (IGV | YES NO NO NO NO NO NO

Read Density)

Visualization YES NO NO NO NO NO NO

(Heatmap)

Reference This study (Wang, etal., | (Ye,etal, (Xia, et al., | (Ha, et al., (Grassi, et al., | (Arefeen, et

2020) 2018) 2014) 2018) 2016) al., 2018)

Program download site:

PolyAMiner-Bulk: https://github.com/venkatajonnakuti/PolyAMiner-Bulk

APAlyzer: https://bioconductor.org/packages/release/bioc/html/APAlyzer.html
APAtrap: https://sourceforge.net/projects/apatrap/

DaPars: https://github.com/ZhengXia/dapars

QAPA: https://github.com/morrislab/qapa

ROAR: https://bioconductor.org/packages/release/bioc/html/roar.html
TAPAS: https://github.com/arefeen/TAPAS
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