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category=0, p=0.00035

mRNA 1534 5' GUGCUCUCUCUCUUCUGUCAA 3'
||||||o||||||||||||||

miR156a   3' CACGAGGGAGAGAAGACAGUU 5'

111 rpm
Allen et al. score: 0.5

↓

Supplementary File 4. CleaveLand-validated miRNA target T plots 
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VIT_05s0051g00930  
DNA primase, large subunit

category=4, p=0.11

mRNA   610 5' AGGUGGUUUCUCUCGUUGUCA 3'
                ||| |o|||||||||||||
miR535c    3' CGCACGAGAGAGAGCAACAGU 5'

3,476 rpm
Allen et al. score: 3.5
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category=0, p=0.0007

mRNA 1370  5' UGGAGCUCCCUUCACUCCAAU 3'
              |o|||||||||||| ||||| 
miR159c    3' AUCUCGAGGGAAGUUAGGUUU 5'

3,097 rpm.
Allen et al. score: 3.5
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VIT_10s0003g03910
TCP family transcription factor 24

 category=0, p=0.002

mRNA   1786  5' GGGGGA-CCCUUCAGUCCAA 3'
                |||o|  |||||||||||||
miR319c      3' CCCUCGAGGGAAGUCAGGUU 5'

93.6 rpm.
Allen et al. score: 2.5

↓
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Auxin response factor 10
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category=0, p=0.00035

mRNA 1507  5' AGGCAUACAGGGAGCCAGGCA 3'
||||||||||||||||||||

miR160e    3' ACCGUAUGUCCCUCGGUCCGU 5'

18.5 rpm.
Allen et al. score: 1
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VIT_15s0048g02380  
DICER1

 category=4, p=0.029

mRNA   3250   5' CUGGAUGCAGAGGUGUUAUCGA 3'
                 |||||||||||||| |||||||
miR162        3' GACCUACGUCUCCA-AAUAGCU 5'

412 rpm.
Allen et al. score: 2

↓
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NAC domain containing protein 100 VvNAC05
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category=0, p=0.0007

mRNA   928  5' CUCACGUGCCCUGCUUCUCCA 3'
                 |||||||||||||||||||
miR164c     3' ACGUGCACGGGACGAAGAGGU 5'

773 rpm.
Allen et al. score: 2
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category=0, p=0.00035

mRNA 1099 5' CUGGAAUGAAGCCUGGUCCGG 3'
               ||||||||||||||||||o 
miR166gh  3' CCCCUUACUUCGGACCAGGCU 5'

38,642 rpm.
Allen et al. score: 3
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VIT_10s0003g04100
Auxin response factor 6

 category=0, p=0.00035

mRNA 2579   5' GAGAUCAGGCUGGCAGCUUGU 3'
               ||||||| |||||||||||  
miR167c     3' CUCUAGUACGACCGUCGAAGU 5'

329 rpm.
Allen et al. score: 4
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VIT_17s0053g00680

 category=1, p=0.0001

mRNA 664 5' GUUCCGAUCUGCACCAAGCUA 3' 
|o||||o||||||||||| | 

miR168   3' AAGGGCUGGACGUGGUUCGCU 5'

1,090 rpm.
Allen et al. score: 5

↓

ARGONAUTE1
pseudo-degradome sRNA, low UV control, -3WAV 
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VIT_05s0020g04860
Plus-3 domain

 category=4, p=0.057

mRNA      264 5' AGGUGCAGGUGCAAAUGCAGG 3'
    ||||||||||||||||||||o 

miR530ab-iso  3' UCCACGUCCACGUUUACGUCU 5'

9.5 rpm.
Allen et al. score: 0.5
Note isomiR is miR1030-like

↓

validated in UV pseudo-degradome sRNA libraries, category 2, p=0.02
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VIT_06s0080g00400
Ribosomal protein L10A

 category=0, p=0.00035

mRNA 300 5' ACAGGUGCAGGUGCAGAUGCA 3' 

|||||||||||||o||||| 

miR530a  3' AUUCCACGUCCACGUUUACGU 5' 

~ 5 rpm.

Allen et al. score: 3

↓

validated in UV pseudo-degradome sRNA libraries, category 4, p=0.02
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VIT_11s0016g01480
Nuclear transcription factor Y subunit A-3

 category=0, p=0.00035

mRNA 1239  5' UGGGCAAUUCAUCCUUGGCUU 3'
o |||||||||||||||||||

miR169v    3' GGCCGUUAAGUAGGAACCGAA 5'

4.2 rpm.
Allen et al. score: 1.5
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category=0, p=0.0006

mRNA  1148  5' UCGCAAAGCAUCCUUGGCUC 3'
||||  ||||||||||| 

miR169x     3' UCCGUUCAGUAGGAACCGAU 5'

1.9 rpm.
Allen et al. score: 5
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VIT_09s0070g00470
Zinc finger C-x8-C-x5-C-x3-H type

 category=2, p=0.08

mRNA  1156  5' GAAGAAGAGCCUCCGGAUGCUU 3'
|||o ||||||| |o|||||||

miR169n     3' CUUUAUCUCGGA-GUCUACGAA 5'

50.4 rpm.
Allen et al. score: 4.5
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GRAS family transcription factor scarecrow-like4
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category=0, p=0.00035

mRNA  656 5' GAUAUUGGCGCGGCUCAAUCA 3'
|||||||||o|||||||||||

miR171ck  3' CUAUAACCGUGCCGAGUUAGU 5'

6 rpm.
Allen et al. score: 1
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category=0, p=0.00035

mRNA  1304  5' CUGCAGCAUCAUCAGGAUUCC 3'
               ||||||||||||||o||||||
miR172c     3' GACGUCGUAGUAGUUCUAAGG 5'

35.4 rpm.
Allen et al. score: 1
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unchar 66 AA peptide; TAS3-like homology to AT5G57735/TASIR-ARF
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category=0, p=0.0007

mRNA  200  5' GGCGAUAUCUCUCCUGAGCUU 3'
|||| ||||o|||||||||||

miR390     3' CCGCGAUAGGGAGGACUCGAA 5'

50.8 rpm.
Allen et al. score: 2
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VIT_05s0077g00540
homology to AT3G17185/TAS3 
category=2, p=0.13

mRNA 616  5' CUUGUCUAUCCCUCCUGAGCUA 3'
o| |||||||||||||||| 

miR390    3' CCGC-GAUAGGGAGGACUCGAA 5'

50.8 rpm.
Allen et al. score: 4.5
ShortStack phase score: 3172

↓

unchar. 126 AA peptide; 
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VIT_14s0030g01240
TIR1-like

 category=0, p=0.0007

mRNA 1849   5' AGA-CAAUGCGAUCCCUUUGGA 3'
||| ||||||||||||||||||

miR393ab    3' UCUAGUUACGCUAGGGAAACCU 5'

48 rpm.
Allen et al. score: 1
ShortStack phase score: 1075
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VIT_01s0010g03730
F-Box X6, At1g27340-like

 category=4, p=0.029

mRNA 1199   5' GGAGGUUGACAGAAUGCCAA 3'
|||||| |||||||||||||

miR394c     3' CCUCCACCUGUCUUACGGUU 5'

12.8 rpm.
Allen et al. score: 1
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VIT_18s0001g04890
AST68, Low affinity sulphate transporter

 category=4, p=0.029

mRNA  75   5' GAGCUCUCCCAAACACUUCAG 3'
              ||| ||o||||||||||||||
miR395hl   3' CUCAAGGGGGUUUGUGAAGUC 5'

5.7 rpm.
Allen et al. score: 1.5
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VIT_12s0055g00910
Kelch repeat-containing F-box protein

 category=2, p=0.09

mRNA  932     5' GGGUUUCUCAGGC-CUUCGG 3'
                 |o|||||o||oo| ||||o|
novel miR395o 3' CUCAAAGGGUUUGUGAAGUC 5'

0.6 rpm.
Allen et al. score: 6
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category=0, p=0.002

mRNA  343 5' CCGUUCAAGAAAGCCUGUGGAA 3'
               ||||||||||| ||||||||
miR396b   3' UUCAAGUUCUUUC-GACACCUU 5'

252 rpm.
Allen et al. score: 4
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category=0, p=0.0056

mRNA  493 5' AAACUCAAGGAAGCUGUGGAA 3'
              |  |||||o|||||||||||
miR396a   3' AUCAAGUUCUUUCGACACCUU 5'

24.4 rpm.
Allen et al. score: 4
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VIT_02s0012g02250
basic leucine zipper VvBZIP05

 category=2, p=0.05

mRNA  128  5' UGGUUUGAGAAAGUUGUGGAA 3'
              |o|||oo||||||o|||||||
miR396a    3' AUCAAGUUCUUUCGACACCUU 5'

24.4 rpm.
Allen et al. score: 2.5
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category=1, p=0.062

mRNA 592 5' GAGGUCGAGGAUGCUGUGGGU 3'
o|| ||o||o| |||||||o 

miR396b  3' UUCAAGUUCUUUCGACACCUU 5'

252 rpm.
Allen et al. score: 7
note mismatch at nt10 unusual, 
suggesting translational role?
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VIT_11s0016g05520

 category=0, p=0.002

Plastocyanin-like
UV pseudo-degradome sRNA libraries

mRNA  15 5' CAGGAGCGACCUGCGGAACACA 3'
|||| |||||||| o|||||||

miR398bc 3' GUCCCCGCUGGAC-UCUUGUGU 5'

150 rpm.
Allen et al. score: 4
Non-canonical transcript bulge in seed
region documented in Arabidopsis by Brousse
et al. (2014).

↓
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VIT_11s0016g05530
blue copper-binding protein, plantacyanin-like BCBP

 category=2, p=0.014
UV pseudo-degradome sRNA libraries

mRNA 52 5' AGGGGGCGACCUGAGAUUUCAGAGAACACA 3'

o|||||||||||||| |||||

miR398a 3' GUCCCCGCUGGACUCU---------UGUGU 5'

150 rpm.

Allen et al. score: 19.5
Non-canonical 6 nt orthologous transcript 
bulge in seed region documented in 
Arabidopsis by Brousse et al. (2014).
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Cu/Zn-superoxide dismutase copper chaperone CCS
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category=0, p=0.007

mRNA 764 5' GAGGAGCCUCUUGGUGACCUGGGAACACU 3'
|||        ||o||||||o|||||| 

miR398bc 3' GUCC--------CCGCUGGACUCUUGUGU 5'

150 rpm.
Allen et al. score: 11.5
Novel non-canonical transcript bulge, 
reminiscent of Brousse et al. (2014)
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VIT_16s0013g00620

 category=2, p=0.08

peptide methionine sulfoxide reductase 
public sRNA libraries,validated in bona fide degradome, category 4, p=0.23

mRNA 550  5' CAGGGGAACGAUGUGGGAACACA 3' 
||||||  |||o ||o|||||||

miR398a   3' GUCCCC--GCUGGACUCUUGUGU 5'

150 rpm.
Allen et al. score: 6
Novel non-canonical transcript bulge, 
reminiscent of Brousse et al. (2014)
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VIT_14s0030g00830
CuZn Superoxide Dismutase, CSD1

 category=2, p=0.54
validated in UV pseudo-degradome sRNA libraries, category 2, p=0.33

mRNA   17 5' AAGGGGUGUUCUGAGAUCACA 3'
              |||||o| o|||||| ||||
miR398a   3' GUCCCCGCUGGACUCUUGUGU 5'

150 rpm.
Allen et al. score: 5.5
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VIT_01s0127g00520

 category=2, p=0.036

Protein disulfide isomerase
public sRNA libraries; UV sRNA degradome support for homologue VIT_01s0127g00540 slice, p=0.08

mRNA   1462 5' AAGGGGUGGCCUGAGAAGAUG 3'
|||||o|o|||||||| |oo 

miR398a     3' GUCCCCGCUGGACUCUUGUGU 5'

       150 rpm.
       Allen et al. score: 6
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VIT_10s0042g01150
ARGONAUTE2

 category=0, p=0.0003

mRNA  3092  5' GGAGUUUGUGCGUGAAUCUAA 3'
                ||||||||||||||||||||
miR403abcd  3' GCUCAAACACGCACUUAGAUU 5'

106 rpm.
Allen et al. score: 1
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VIT_18s0041g01900
Elongation factor 1-gamma

 category=2, p=0.04

mRNA  1312  5' CAGGAGCCAUUUGAGGGAGAG 3'
               |||o|||| o|||||||||||
miR477b     3' GUCUUCGG-GAACUCCCUCUC 5'

20.6 rpm.
Allen et al. score: 3.5
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VIT_03s0180g00130
EDA9, D-3-phosphoglycerate dehydrogenase

 category=2, p=0.054

mRNA 1784  5' AGGUUGGGAGCAUUUUGGGGGA 3'
|oo||||o||| o||||o||||

miR477c    3' UUUAACCUUCG-GAAACUCCCU 5'

↓

1.2 rpm.
Allen et al. score: 5.5
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VIT_18s0072g01090
TIR-NBS-LRR type R protein 7, Vv-slyTAS5-like

 category=2, p=0.014

mRNA 224  5' GGAAUAGGAGGGGUAGGAAAGA 3'
||||| |||||o||||||||||

miR482    3' CCUUACCCUCCUCAUCCUUUCU 5'

1,077 rpm.
Allen et al. score: 2
ShortStack phase score: 2456
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Vv-TAS4a; overlaps with 3' end of 59 AA predicted peptide 
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category=0, p=0.00035

mRNA 127 5' UGGAAUACUCACUUGAGCAAGA 3'
||||||||||| ||||||||||

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 2
ShortStack phase score: 18631
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VviTAS4b genomic chr14:215345 68..21534896 
category=0, p=0.0003

mRNA  7  5' UGGAAUACUCAUUUGAGCAAGA 3'
||||||||||||||||||||||

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 0
ShortStack phase score: 7566
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vvi−TAS4c chr1:2961355..2961682rc
UV pseudo-degradome sRNA libraries; validated in Pantaleo sRNA libraries cat2, p=0.001

category=2, p=0.04

mRNA 7  5' UGGAACACUCAUUUGAGCAAGA 3'

||||| ||||||||||||||||

miR828  3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.

Allen et al. score: 1
Note phasing downstream of slice @@ 
D1+ accounts for majority of reads.
ShortStack phase score: 3375
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category=0, p=0.0015

MYBA6/GSVIVT01030822001
UV pseudo-degradome sRNA libraries

mRNA     389 5' AGCCUCGUCCUCGGACCUUCA 3'
|||||  |||||||||||||

TAS4a-3'D4(-)3' ACGGAGAUGGAGCCUGGAAGU 5'

3,912 rpm.

Allen et al. score: 3

Note phasing downstream of slice

ShortStack phase score: 22.2
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MYBA7
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category=0, p=0.003

mRNA    386  5' GGCCUCGUCCUCGGACCUUCA 3'
|||||  |||||||||||||

TAS4b-3'D4(-)3' ACGGAGAUGGAGCCUGGAAGU 5'

5,701 rpm.
Allen et al. score: 3
Note phasing downstream of slice
ShortStack phase score: 83.0
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UV pseudo-degradome sRNA libraries
/GSVIVT01030819001
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category=0, p=0.03

MYBA5/MYB113-like/GSVIVT01030829001 
   UV pseudo-degradome sRNA libraries

mRNA      386 5' AUACUUGUCCUCGGACCUUCU 3'
||o  |||||||||||| 

TAS4a-3'D4(-) 3' ACGGAGAUGGAGCCUGGAAGU 5'

↓

D3

D6

D9

3,912 rpm.
Allen et al. score: 6.5
Note apparent phasing downstream of 
slice. 
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VIT_00s0341g00050
MYBPAL1/GSVIVT00009522001 

category=2,  p=0.04

mRNA  1115 5' UGGAAUUCUCAUUUGAGCAAGA 3'
|||||| |||||||||||||||

miR828     3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 1
ShortStack phase score 476

↓

UV pseudo-degradome sRNA libraries:
category 2, p=0.16
mRNA 1083 5' CAGGG-CGAACAGAUAAUGAG 3'

||o|| ||||||||o||o||o 
miR858    3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 4.5

●
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MYB157/GSVIVT00016076001
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category=0, p=0.002

mRNA 307 5' UGGAACACUCAUUUGAGCAAAA 3'
||||| |||||||||||||| |

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 4
ShortStack phase score 1330

↓
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MYB156/GSVIVT00020733001
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category=0, p=0.0018

mRNA 307 5' UGGAACACUCAUUUGAGCAAAA 3'
||||| |||||||||||||| |

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 4
ShortStack phase score 2233

↓
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VIT_09s0002g01380
MYBPAL3/GSVIVT00034095001
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category=0, p=0.0007

mRNA 399  5' UGGAAUUCUCAUUUGAGCAAGA 3'
|||||| |||||||||||||||

miR828    3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 1
ShortStack phase score 1260

↓

mRNA 366 5' CCAGGUCGAACAGAUAAUGAG 3'

            | ||||||||||||o||o||o    
miR858   3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 5

UV pseudo-degradome sRNA libraries:
category 3, p=0.11

●
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VIT_01s0127g00730
MYB155/GSVIVT00002700001
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category=4, p=0.30

mRNA 372 5' UGGAACUCUCAUUUGUGCAAGA 3'
|||||  |||||||| ||||||

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 4
ShortStack phase score 276

↓
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VIT_11s0016g05660

 category=0, p=0.006

●

      MYB82B/GSVIVT01015575001
Pantaleo pseudo-degradome sRNA libraries

mRNA 325 5' UGGAAUACCCAUUUGAACAAGG 3'
|||||||| ||||||| ||||o

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

<0.01 rpm.
Allen et al. score: 3.5
Note phased D2 species

↓

UV pseudo-degradome sRNA libraries
category 0, p=0.05
mRNA 292 5' CCAGGUCGAACUGAUAAUGAG 3'

| ||||||||| ||o||o||o
miR858   3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 6.5

●

D2
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VIT_04s0008g01870
MYBPAL2/GSVIVT01035467001
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category=0, p=0.002
Pantaleo pseudo-degradome sRNA libraries

D2

D3

D4D5

D7

mRNA 325  5' UGGAAUUCUCAUUUAAGCAAGA 3'
|||||| ||||||| |||||||

miR828    3' ACCUUAUGAGUAAACUCGUUCU 5'

<0.01 rpm.
Allen et al. score: 3

↓

Note apparent phased siRNAs 
downstream from slice, confirmed by 
ShortStack phase score 6.2 

UV pseudo-degradome sRNA libraries:
category 0, p=0.001

mRNA 292 5' CCGGGUCGAACAGACAAUGAG 3'

| o||||||||||||||o||o 

miR858   3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.

Allen et al. score: 4.5

●
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VIT_08s0007g04830
MYB27/GSVIVT01033670001

Pantaleo pseudo-degradome sRNA libraries 
 category=3, p=0.003

mRNA 304   5' UGGAGAACUCAUUUGAGGAAGA 3'
||||o ||||||||||| ||||

miR828     3' ACCUUAUGAGUAAACUCGUUCU 5'

<0.01 rpm.
Allen et al. score: 3.5

↓
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MYBPA2/GSVIVT01015102001, Regulating proanthocyanidin
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category=0, p=0.002
Pantaleo pseudo-degradome sRNA libraries

mRNA 352 5' UGGAACACAAAUUUGAGCAAGA 3'
||||| ||  ||||||||||||

miR828   3' ACCUUAUGAGUAAACUCGUUCU 5'

<0.01 rpm.
Allen et al. score: 3
ShortStack phase score: 2.2

↓
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VIT_13s0067g01710
Translation initiation factor eIF-2 alpha subunit

 category=4, p=0.55

mRNA 321 5' AGGGUAUAUUGAUUUGAGCAAGA 3'
||o |||o| ||||||||||||

miR828   3' ACCU-UAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 4

↓
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VIT_09s0002g01400
MYB7_1 

 category=4, p=0.56

mRNA 291 5' CCGGGCCGAACAGACAAUGAA 3'
| o|| |||||||||||o|||

miR858   3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 4.5

↓
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VIT_07s0005g01210
MYB12_2/MYBF1
 category=4, p=0.73

mRNA 289  5' CCAGGAAGAACAGACAACGAG 3'
| |||  |||||||||||||o 

miR858    3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 5

↓
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VIT_11s0052g00320
Ca2+-ATPase 10 ACA10

 category=2, p=0.007

mRNA 1701  5' ACGGUGUCAUCUCUCCUGCGAC 3'
||||o|||||||||||||||| 

miR4376-iso3' UGCCGCAGUAGAGAGGACGCUU 5'

69.2 rpm.
Allen et al. score: 1.5

↓
Pantaleo pseudo-degradome sRNA libraries; validated in public sRNAs. cat2, p=0.057

Note phasing
ShortStack phasing score 121.3

D9

D16↓
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VIT_11s0052g00320

 category=2, p=0.014

Ca2+-ATPase 10 ACA10
Pantaleo pseudo-degradome sRNA libraries; validated in public sRNAs. cat4, p=0.18

mRNA  1704  5' GUGUCAUCUCUCCUGCGACAGU 3'
                o|o|  |||||||| ||||o 
miR3627-iso 3' AGCGGC-GAGAGGACACUGUUC 5'

27.8 rpm.
Allen et al. score: 8

↓

Note phasing; ShortStack phase score 121.3

D3↓
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VIT_03s0180g00120
NHD1, Sodium hydrogen antiporter

 category=4, p=0.19

mRNA 1965 5' UAGACC-CAGAGAUGCAGAUUG 3'
|||||| ||| ||||||||||o

miR2111   3' AUCUGGAGUC-CUACGUCUAAU 5'

8.2 rpm.
Allen et al. score: 3.5

↓
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VIT_18s0041g02210
TIR-NBS-Leucine Rich Repeat receptor

 category=0, p=0.007

mRNA 115  5' UGGUGUUUGGACGAGCUUGUUC 3'
|||||o||||| ||o|||||  

miR3623   3' ACCACGAACCUACUUGAACACU 5'

791 rpm.
Allen et al. score: 6.5
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VIT_05s0029g00780
NB-ARC  R protein L6

 category=0, p=0.01

mRNA 2179  5' UGGUGUUUAGAUGAGCUGGUGA 3'
|||||o|| |||||o|| ||||

miR3623    3' ACCACGAACCUACUUGAACACU 5'

791 rpm.
Allen et al. score: 4.5
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VIT_05s0029g00870
resistant to P. syringae 4, RPS4 

category=2, p=0.40

mRNA  250 5' UGGUGUUUAGAUGAGCUGGUGA 3'
|||||o|| |||||o|| ||||

miR3623   3' ACCACGAACCUACUUGAACACU 5'

791 rpm.
Allen et al. score: 4.5

↓
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VIT_00s0194g00330
METAL ION BINDING PROTEIN-RELATED; Proline-rich  

 category=3, p=0.03

mRNA  446   5' AAGUAGUAUGCUGCAACCCUGA 3'
||||||||||||||  ||||||

miR3624*-5p 3' UUCAUCAUACGACGACGGGACU 5'

224 rpm.
Allen et al. score: 4

↓
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VIT_08s0007g04400
DEAD-box ATP-dependent RNA helicase 38-like

 category=4, p=0.03

mRNA  908  5' CAAUUUCACAGCGACCACCGG 3'
||||||||||||||| |||||

miR3626    3' GUUAAAGUGUCGCUGAUGGCC 5'

10.9 rpm.
Allen et al. score: 2
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VIT_07s0031g01230
Ribosomal protein L30 (RPL30A)

 category=2, p=0.99

mRNA    56  5' CCU-CAUUUUCUCAGCAGCCA 3'
||| |||||||||||||||||

miR3629a-3p 3' GGAUGUAAAAGAGUCGUCGGU 5'

1.0 rpm
Allen et al. score: 1

↓



0 500 1000 1500 2000 2500

0
50

10
0

15
0

Transcript Position

D
eg

ra
do

m
e 

5'
 e

nd
 F

re
qu

en
cy

●

VIT_05s0020g04610
protein kinase, SYM10 Nod factor recognition protein

 category=0, p=0.06

mRNA       2368  5' CAUCAUCCAAUAUAACUAAACUGA 3'
||||||||||o|||||||||||||

miR3631b-like-3p 3' GUAGUAGGUUGUAUUGAUUUGACU 5'

1.6 rpm.
Allen et al. score: 0.5

↓
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VIT_13s0067g00790
R protein, PRF  disease resistance protein

 category=4, p=0.03

mRNA   575 5' AUGGUAUGGGGGGUCUGGGAAA 3'
 |||||| ||||||||||||||

miR3632-3p 3' AACCAUAACCCCCAGACCCUUU 5'

36.8 rpm
Allen et al. score: 2
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VIT_05s0051g00590
Pectate lyase

 category=4, p=0.52

mRNA   1743 5' CUCUCUUCACCAUCCACUCC 3'
|||||o| |||||||| |||

miR3633a-5p 3' GAGAGGAUUGGUAGGUAAGG 5'

192 rpm.
Allen et al. score: 3.5
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VIT_17s0000g05850
ABC transporter ATATH1 (ABC2 homolog1)

 category=4, p=0.99

mRNA       2144 5' GAGGCAUGUGUGGGACAUAAU 3'
|||||||||||||||||||||

miR3635-like-3p 3' CUCCGUACACACCCUGUAUUA 5'

0.9 rpm.
Allen et al. score: 0

↓




