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Proper Citation

PITA (RRID:SCR_010853)

Resource Information

URL: http://genie.weizmann.ac.il/pubs/mir07/mir07_data.html

Proper Citation: PITA (RRID:SCR_010853)

Description: Catalogs of predicted microRNA targets in worm (based on ce6 genome
assembly), fly (dm3), mouse (mm9) and human (hg18). We follow standard seed
parameter settings and consider seeds of length 6-8 bases, beginning at position 2 of the
microRNA. No mismatches or loops are allowed, but a single G:U wobble is allowed in 7-
or 8-mers. In genes missing a 3' UTR annotation, 500 bp (fly), 800 bp (human and mouse)
or 300 bp (worm) downstream of the annotated end of the coding sequence were used as
the predicted UTR. For each organism, a catalog with zero flank and with a flank of 3 and
15 bases upstream and downstream.

Abbreviations: PITA

Resource Type: data or information resource, data set

Resource Name: PITA

Resource ID: SCR_010853

Alternate IDs: OMICS_00412

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260728T043349+0000

Ratings and Alerts

No rating or validation information has been found for PITA.

No alerts have been found for PITA.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_010853/resolver
http://genie.weizmann.ac.il/pubs/mir07/mir07_data.html


Source: SciCrunch Registry

Usage and Citation Metrics

We found 1047 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Xin Q, et al. (2026) Novel miR-290 regulates melanogenesis in Liancheng white ducks via
the PI3K/AKT signaling pathway. Poultry science, 105(1), 106216.
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mRNA networks underlying plasma membrane damage-dependent senescence and DNA
damage response-dependent senescence in WI-38 normal human fibroblasts. RNA
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