SUPPLEMENTARY DATA

The Application of miRTarBase in Others Database and Web tools

Table S2 lists the databases that incorporate miRTarBase which are categorized into six different
groups 1) well-known databases; 2) information databases for MTIs; 3) MiRNA target prediction
databases; 4) SNP or mutation related databases, 5) pathway related resources, and 6) others database
or web tools. In category 1, the well-known databases, including miRBase (1), GeneCards (2),
Ensembl (3) and Mouse Genome Database MGI (4) are kept which collect MTIs from miRTarBase as
empirical evidence. TarBase (5) is included in category 2, and is considered to be another provider of
complete MTIs. Furthermore, the empirical data in miRTarBase are also taken from validated criteria
in relevant miRNA databases such as starBase (6), miRGator (7) and TSmiR (8), in terms of CLIP-seq
data, gene expression profiles, and tissue specificity, respectively. In category 3, miRWalk2.0
documents the miRNA binding regions from existing target prediction programs to build comparative
platforms of binding sites for the promoter, CDS and UTR regions. It also documents experimentally
verified MTI information collected from miRTarBase (9). miRGate is a database of human, virus,
mouse and rat MTI which is designed to analyze miRNA and gene isoform lists under a common and
consistent set of annotations. Our database contains validated MTIs that were included in miRGate as
experimentally validated data (10). mirMark is a tool based on machine learning method for miRNA
target prediction at the site of UTR regions. The positive dataset used in mirMark is obtained from
miRTarBase (11). With regard to the SNP or mutation related databases in category 4, PolymiRTS
is a database of DNA variations in the miRNA seed regions of miRNA, as well as experimentally
supported MTIs collected from miRecords and miRTarBase (12). SomamiR is a comprehensive
database of somatic mutations in cancer from miRNA and target sites, which collects the MTIs
from TarBase, miRecords and miRTarBase (13). miRTarBase has been incorporated into an
increasing number of biological resources for pathway- and gene regulatory network related resources,

such as miRPathDB (14), DIANA-miRPath (15), miRNet (16), and associations of miRNA related



disease, regulatory circuits, and cancer, such as HMDD (17), MAGIAZ2 (18), NCG (19), which are
categorized in group 5 and 6. In brief, miRTarBase performs a significant role in providing validated
experimental data. We believe the release of new version will provide great support in updating the

databases mentioned above.
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Figure S1. The growth of miRNA and it’s publication.

The amount of miRNAs collected in miRBase, miRNA publications, and miRNA-target interaction
publication collected in PubMed since 2002.



SUPPLEMENTARY TABLES

Table S1. Update MTI datasets validated by high throughput HITS-CLIP or PAR-CLIP sequencing

GSM2550615

Source ml:t(;So d Species RBP Accession Samples Tissue/cell line Treatment/Name
GSM2550642 WT Female 1 CLIP
GSM2550643 WT Female 2 CLIP
GSM2550644 WT Female 3 CLIP
GSM2550645 WT Male 4 CLIP
Mouse AGO2 GSE97058 GSM2550646 Liver WT Male 5 CLIP
GSM2550647 KO Female 1 CLIP
GSM2550648 KO Male 2 CLIP
GSM2550649 KO Male 3 CLIP
GSM2550650 KO Male 4 CLIP
GSM2550604 Patient 1 Normal 1
LurC‘Z'H]_' ;\/([)'i(;tle'ol;/bl HITS-CLIP GSM2550605 Patient 1 Normal 2
GSM2550606 Patient 2 Normal 1
GSM2550607 Patient 2 Normal 2
GSM2550608 Patient 3 Normal 1
Human AGO2 CSE97056 GSM2550609 Hepat(?cellular Patient 3 Normal 2
GSM2550610 carcinoma Patient 4 Normal 1
GSM2550611 Patient 4 Normal 2
GSM2550612 Patient 5 Normal 1
GSM2550613 Patient 5 Normal 2
GSM2550614 Patient 6 Normal 1

Patient 7 Normal 1




GSM2550616

Patient 8 Normal 1

GSM2550617 Patient 9 Normal 1
GSM2550618 Patient 1 Tumor 1
GSM2550619 Patient 1 Tumor 2
GSM2550620 Patient 2 Tumor 1
GSM2550621 Patient 2 Tumor 2
GSM2550622 Patient 3 Tumor 1
GSM2550623 Patient 3 Tumor 2
GSM2550624 Patient 4 Tumor 1
GSM2550625 Patient 4 Tumor 2
GSM2550626 Patient 5 Tumor 1
GSM2550627 Patient 5 Tumor 2
GSM2550628 Patient 6 Tumor 1
GSM2550629 Patient 7 Tumor 1
GSM2550630 Patient 8 Tumor 1
GSM2550631 Patient 9 Tumor 1
SRX1760641 LNCaP AGO-CLIP-LNCaP-MDV_B
SRX1760639 LNCaP AGO-CLIP-LNCaP-MDV_A
SRX1760638 PC3 AGO-CLIP-PC3-miR148
SRX1760637 DU145 AGO-CLIP-DU145_A

Hamilton, M. P., et SRX1760632 22RV1 AGO-CLIP-22RV1_C

al. Neoplasia. 2016 | PAR-CLIP | Human AGO2 SRP075075

(21) SRX1760631 22RV1 AGO-CLIP-22RV1_B
SRX1760630 22RV1 AGO-CLIP-22RV1_A
SRX1760628 LAPC4 AGO-CLIP-LAPC4_B
SRX1760620 LAPC4 AGO-CLIP-LAPC4_A
SRX1760618 PC3 AGO-CLIP-PC3_B




SRX1760616 PC3 AGO-CLIP-PC3_A
SRX1760597 LNCaP AGO-CLIP-LNCaP_C
SRX1760591 LNCaP AGO-CLIP-LNCaP_B
SRX1760583 LNCaP AGO-CLIP-LNCaP_A
ERX177599 p53_D_AGO_CLIP_2_1
ERX177600 p53_V_Ago_CLIP_2_2
ERX177601 KO_D_Ago_CLIP_2_3
ERX177602 KO_V_AGO_CLIP_2_4
ERX177603 p53_D_AGO_CLIP_2_5
ERX177604 p53_V_AGO_CLIP_2_6
ERX177605 KO_D_AGO_CLIP_2_7
ERX177606 KO_V_AGO_CLIP_2_8
ERX177607 p53_D_AGO_CLIP_2_9
ERX177608 p53_V_AGO_CLIP_2_10

Krell, ., etal. ERX177609 KO_D_AGO_CLIP_2_11

Genome Res. 2016 |HITS-CLIP| Human AGO2 PRJEB3396 HCT116

(22) ERX177610 KO_V_AGO_CLIP_2_12
ERX177611 p53_D_AGO_CLIP_3_1
ERX177612 p53_V_AGO_CLIP_3_2
ERX177613 KO_D_AGO_CLIP_3_3
ERX177614 KO_V_AGO_CLIP_3_4
ERX177615 p53_D_AGO_CLIP_3_5
ERX177616 p53_V_AGO_CLIP_3_6
ERX177617 KO_D_AGO_CLIP_3_7
ERX177618 KO_V_AGO_CLIP_3_8
ERX177619 p53_D_AGO_CLIP_3_.9
ERX177620 p53_V_AGO_CLIP_3_10




ERX177621 KO_D_AGO_CLIP_3_11
ERX177622 KO_V_AGO_CLIP_3_12
ERX177623 p53_D_AGO_CLIP_4_1
ERX177624 p53_V_AGO_CLIP_4_2
ERX177625 KO_D_AGO_CLIP_4_3
ERX177626 KO_V_AGO_CLIP_4_4
ERX177627 p53_D_AGO_CLIP_4_5
ERX177628 p53_V_AGO_CLIP_4 6
ERX177629 KO_D_AGO_CLIP_4_7
ERX177630 KO_V_AGO_CLIP_4_8
ERX177631 p53_D_AGO_CLIP_4_9
ERX177632 p53_V_AGO_CLIP_4_10
ERX177633 KO_D_AGO_CLIP_4_11
ERX177634 KO_V_AGO_CLIP_4_12
GSM2202476 S1_LV_54yo_Male_AGO2_bound_RNA
GSM2202477 S2_LV_25yo_Male_AGO2_bound_RNA
Spengler, R. M, et al. GSM2202478 S3_LV_36yo_Male_AGO2_bound_RNA
Nucleic Acids Res |HITS-CLIP| Human AGO2 GSE83410 Cardiac tissue
2016 (23) GSM2202479 S4_LV_29yo_Male_AGO2_bound_RNA
GSM2202480 S5_LV_36yo_Male_AGO2_bound_RNA
GSM2202481 S6_LV_61yo_Male_AGO2_bound_RNA




Table S2. A list of resources that incorporate miRTarBase.

Type of resources

Database names

Well-known databases
Information databases for MTIs
MiRNA target prediction databases
SNP or mutation related databases
Pathway related resources

Others Database or Web tools

miRBase (1), GeneCards (2), Ensembl (3), MGI (4)
Tarbase (5), starBase (6), miRGator (7), TSmiR (8)
miRWalk (9), miRGate (10), mirMark (11)
PolymiRTS (12), SomamiR (13)

MiRPathDB (14), DIANA-miRPath (15), miRNet (16)
HMDD (17), MAGIAZ2 (18), NCG (19)
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