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miRDeep®: An Integrated Application Tool For miRNA Identification From RNA Sequencing Data [ ] miRDeep

Parameters

Adapter TCGTATGCCGTCTTCTGCTTG | Length[18 |t0[23 | minphred[20 | maxmultimap[101 | min reads[5| min score[-10]

Mapping sequences

‘ Fastgor BAM file | C:\JiyuanipapersimiDeep_stanavailable\datiimitDemo fastq

progress | |
Result
miRMA ID Score expr loci sequence
hsa-mir-21 1,450.72 2,818|chr17+55273394~55273498 UAGCUUAUCAGACUGAUGUUGAC -
hsa-mir-221 1,396.14] 2,709|chrX-45490531~45490633 AGCUACAUUGUCUGCUGGGUUU ||
ir-29a 1,390.85) 2,728|chr7-130212025~130212127 UAGCACCAUCUGAAAUCGGUUA =
h N7 4N 4 NCElameT AENECNAAE _NCNCCA AT LA L LA A A A 1 ] L
hsa-mir~ -] x|
hsa-mir-99b
hsa.mir-186 ‘ RNA structure ‘ | Target genes |
hsa-mir-200c
hsa-mir-532* |!;u:ug'uga cococulagaggaugacugauuuculuugguquucagaquecaauauaaunuucTAGCACCAUCTGARRTDCGEUTANaaugauUgIgIaaga j
hsa-mir-33a Cacca -
nsa-mir-200a
hsa.mir-200b |---{{{-{H{ ------- T L SR E AR CE L { PP INRDERRERRD RS R RSN ED N D ) PRTEPTS JHJ----J
= 20).. b
hsa-mir-22
nsa-mir-148b . -
T hsa-mir-29a 1 —
hsa-mir-33b Py 3
hsa-mir-151 ucu & i . T UC A4
hsa-mir-128-1 GUG cCcoco AUGACLUGALUDLLUC UGGUGUUCAGAG 1
hsamir_28 [ 1] [ 1] Y I B O O I O O AT
= CAC GG GG VAUUGGCUAAAG ACCACGA UCUU L
hsa-mir-133a C Gy b Wgu s
hsa-mir-106b & Vaguh 1367
hsa-mir-615 2 -
hsa-mir-92a-1 16
hsa-mir-193b 16
hsa-mir-339 14 =
17 il
4] I I [»]
target Genes
targetGene RefSeq contextScore ECI_score FS
PI1S HM 015884 -0.346 3.612 =]
ICOL4AS NM_000435 -0.358 1.881 |
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