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VIT_01s0010g03710

SQUAMOSA PROMOTER-BINDING PROTEIN 10-like

category=0, p=0.00035

[ )
mRNA 1534 5' GUGCUCUCUCUCUUCUGUCAA 3!
FETET ol Er il
miR156a 3' CACGAGGGAGAGAAGACAGUU 5!
111 rpm
Allen et al. score: 0.5
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VIT_05s0051g00930
DNA primase, large subunit

category=4, p=0.11

mRNA 610 5

AGGUGGUUUCUCUCGUUGUCA 3"

lol I TR ETT]

Transcript Position

miR535c¢ 3' CGCACGAGAGAGAGCAACAGU 5!
3,476 rpm
Allen et al. score: 3.5
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VIT_13s0067901630
MYB65

category=0, p=0.0007

mRNA 1370 5'
miR159c 3!

3,097 rpm.
Allen et al.

UGGAGCUCCCUUCACUCCAAU 3

fol 1Tt rrrtd
AUCUCGAGGGAAGUUAGGUUU 5

score:

3.
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VIT_10s0003g03910
TCP family transcription factor 24

category=0, p=0.002

!

mRNA 1786 5' GGGGGA-CCCUUCAGUCCAA 3'

Litol IR rEnd
miR319c 3'" CCCUCGAGGGAAGUCAGGUU 5"

93.6 rpm.
Allen et al. score: 2.5
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VIT_13s00199g04380

Auxin response factor 10

category=0, p=0.00035

[ ]
mRNA 1507 5' AGGCAUACAGGGAGCCAGGCA 3!
NERRRRERRRRRRRERRRN
miR160e 3' ACCGUAUGUCCCUCGGUCCGU 5'
18.5 rpm.
Allen et al. score: 1
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VIT_15s00489g02380

DICER1

category=4, p=0.029

mRNA 3250

5" CUGGAUGCAGAGGUGUUAUCGA 3'
LEEErrrrrrrr el

miR162 3' GACCUACGUCUCCA-AAUAGCU 5"
412 rpm.
Allen et al. score: 2
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VIT_17s0000g06400
NAC domain containing protein 100 VVNACO05

category=0, p=0.0007

mRNA

miR164c

928

773 rpm.

Allen et al. score: 2

5' CUCACGUGCCCUGCUUCUCCA 3'

FETTEETTEEr el
3' ACGUGCACGGGACGAAGAGGU 5'

HIII I iﬂﬂl 11 I 1 II LhJ“h |
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Transcript Position




Degradome 5' end Frequency
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VIT_09s0002g03740
ATHB15-like; VVHBS8_2

category=0, p=0.00035

mRNA 1099 5' CUGGAAUGAAGCCUGGUCCGG 3'

FEEETEEErrrrrrrrtto
miRl66gh 3' CCCCUUACUUCGGACCAGGCU 5'

38,642 rpm.
Allen et al. score: 3

ul ok

I
500

I
1000

I I I
1500 2000 2500 3000

Transcript Position




Degradome 5' end Frequency

30

20

10

VIT_10s0003g04100
Auxin response factor 6

category=0, p=0.00035

(]
mRNA 2579 5'" GAGAUCAGGCUGGCAGCUUGU 3!
I Tl

miR167c 3' CUCUAGUACGACCGUCGAAGU 5!
329 rpm.
Allen et al. score: 4
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VIT_17s0053g00680

ARGONAUTE1

pseudo-degradome sRNA, low UV control, -3WAV
category=1, p=0.0001

1,090 rpm.
Allen et al.

Lol T tol I

score: 5

mRNA 664 5' GUUCCGAUCUGCACCAAGCUA 3'

miR168 3' AAGGGCUGGACGUGGUUCGCU 5'

1000

I
2000

Transcript Position

3000




VIT_05s0020g04860

Plus-3 domain
validated in UV pseudo-degradome sRNA libraries, category 2, p=0.02
category=4, p=0.057

Degradome 5' end Frequency

mRNA 264 5' AGGUGCAGGUGCAAAUGCAGG 3!

LEEEEErrrrrrrrrrrrllo
miR530ab-iso 3' UCCACGUCCACGUUUACGUCU 5'

9.5 rpm.
Allen et al. score: 0.5
Note isomiR is miR1030-1like
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VIT 0650080900400

Ribosomal protein L10A
validated in UV pseudo-degradome sRNA libraries, category 4, p=0.02
category=0, p=0.00035

mRNA 300 5'

miR530a 3
5 rpm.
Allen et al.

ACAGGUGCAGGUGCAGAUGCA 3"

LR Err ol i
AUUCCACGUCCACGUUUACGU 5'

score: 3
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VIT_11s00169g01480

Nuclear transcription factor Y subunit A-3

category=0, p=0.00035

(]
mRNA 1239 5' UGGGCAAUUCAUCCUUGGCUU 3"
o LIttt rrrrrrrrtd

miR169v 3' GGCCGUUAAGUAGGAACCGAA 5!
4.2 rpm.
Allen et al. score: 1.5
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VIT_01s0011g05560
JAZ3_1/VvJAZI_TIFY transcription corepressor
category=0, p=0.0006

[ ]

mRNA 1148 5' UCGCAAAGCAUCCUUGGCUC 3!

FEE Tt
miR169 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
miR169n

50.4 rpm.
Allen et al.

5 '

3 v

GAAGAAGAGCCUCCGGAUGCUU 3!

[tto THEEETE Tol bl
CUUUAUCUCGGA-GUCUACGAA 5'

score: 4.5
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VIT_04s0023g01380

GRAS family transcription factor scarecrow-like4

category=0, p=0.00035

mRNA 656 5' GAUAUUGGCGCGGCUCAAUCA 3'

Pt tol bl
miR171ck 3' CUAUAACCGUGCCGAGUUAGU 5'

6 rpm.
Allen et al. score: 1
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APETALAZ2-like floral homeotic protein

VIT_13s0019g03550

category=0, p=0.00035

mRNA 1304
miR172c

35.4 rpm.
Allen et al.

5' CUGCAGCAUCAUCAGGAUUCC 3!

LEEErrrrrrrr ol bl
3' GACGUCGUAGUAGUUCUAAGG 5'

score: 1
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500 1000

Transcript Position

1500
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VIT 1250059901410
unchar 66 AA peptide; TAS3-like homology to AT5G57735/TASIR-ARF

category=0, p=0.0007

S - °
mRNA 200 5'" GGCGAUAUCUCUCCUGAGCUU 3'
LI Tt b
miR390 3' CCGCGAUAGGGAGGACUCGAA 5!
0 - 50.8 rpm.
Allen et al. score: 2
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unchar. 126 AA peptide; homology to AT3G17185/TAS3

VIT_05s0077900540

category=2, p=0.13

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

mRNA 616 5' CUUGUCUAUCCCUCCUGAGCUA 3'

ol IIHEIITEErrTrrrd
miR390 3" CCGC-GAUAGGGAGGACUCGAA 5'

(]
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VIT 1450030901240
TIR1-like

category=0, p=0.0007

mRNA 1849 5' AGA-CAAUGCGAUCCCUUUGGA 3

RN
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

Degradome 5' end Frequency

mRNA 1199 5" GGAGGUUGACAGAAUGCCAA 3!

PErrrr trrrrrrrrrrnd
miR394c 3' CCUCCACCUGUCUUACGGUU 5'

12.8 rpm.
Allen et al. score: 1
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12
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VIT_18s0001g04890

ASTG68, Low affinity sulphate transporter

category=4, p=0.029

mRNA 75 5' GAGCUCUCCCAAACACUUCAG 3!
e Ttol b rr et

_| miR395h1 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

Degradome 5' end Frequency

mRNA 932 5' GGGUUUCUCAGGC-CUUCGG 3'
lol [l llollool [Illol
novel miR3950 3' CUCAAAGGGUUUGUGAAGUC 5'

0.6 rpm.
Allen et al. score: 6
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VIT 1150016901250
Growth Regulating Factor 6, GRF6

category=0, p=0.002

Degradome 5' end Frequency

mRNA 343 5' CCGUUCAAGAAAGCCUGUGGAA 3!

LEEErrrrrrr el
miR396b 3' UUCAAGUUCUUUC-GACACCUU 5'

252 rpm.
Allen et al. score: 4
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unknown Coiled coil protein
category=0, p=0.0056

VIT_07s0191g00220

mRNA 493 5

miR396a

24.4 rpm.
Allen et

il

AAACUCAAGGAAGCUGUGGAA 3"

Lottt e et

3' AUCAAGUUCUUUCGACACCUU 5'

al. score:

4
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VIT_02s0012g02250
basic leucine zipper VvBZIP05

category=2, p=0.05

mRNA 128 5' UGGUUUGAGAAAGUUGUGGAA 3'
lolllool Il ITol Il
miR396a 3' AUCAAGUUCUUUCGACACCUU 5'

24.4 rpm.
Allen et al. score: 2.5
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VIT_08s0032g00460
Putative uncharacterized protein

category=1, p=0.062

mRNA 592 5' GAGGUCGAGGAUGCUGUGGGU
oll [lollol [IIIlllo
miR396b 3' UUCAAGUUCUUUCGACACCUU

252 rpm.

Allen et al. score: 7

note mismatch at ntl0 unusual,
suggesting translational role
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VIT_11s0016¢g05520

Plastocyanin-like
UV pseudo-degradome sRNA libraries
category=0, p=0.002

mRNA 15 5' CAGGAGCGACCUGCGGAACACA 3!

LEEE trrrrrrt o b
miR398bc 3' GUCCCCGCUGGAC-UCUUGUGU 5'

150 rpm.
Allen et al. score: 4

Non-canonical transcript bulge in seed

et al. 2014

region documented in Arabidopsis by Brousse

o_
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VIT_11s0016g05530

blue copper-binding protein, plantacyanin-like BCBP

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

mRNA 52 5' AGGGGGCGACCUGAGAUUUCAGAGAACACA 3!

ol I HETTTEErTl LT

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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VIT_02s0025g04830
Cu/Zn-superoxide dismutase copper chaperone CCS

category=0, p=0.007

20

mRNA 764 5' GAGGAGCCUCUUGGUGACCUGGGAACACU 3'
1] Lol LTl Tol T
miR398bc 3' GUCC---—-—---- CCGCUGGACUCUUGUGU 5'

150 rpm.

Allen et al. score: 11.5

Novel non-canonical transcript bulge,
reminiscent of Brousse et al. 2014

Degradome 5' end Frequency
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VIT_16s0013g00620

peptide methionine sulfoxide reductase
public sSRNA libraries,validated in bona fide degradome, category 4, p=0.23
category=2, p=0.08

Degradome 5' end Frequency

mRNA 550 5' CAGGGGAACGAUGUGGGAACACA 3!
FIEEEE IThlo tlol bl
miR398a 3' GUCCCC--GCUGGACUCUUGUGU 5'
150 rpm.
Allen et al. score: 6
Novel non-canonical transcript bulge,
reminiscent of Brousse et al. 2014
o
[ [ [ [ [
0 200 400 600 800 1000

Transcript Position



Degradome 5' end Frequency

15

10

VIT_14s0030g00830

CuZn Superoxide Dismutase, CSD1
validated in UV pseudo-degradome sRNA libraries, category 2, p=0.33

category=2, p=0.54

mRNA

miR398a 3' GUCCCCGCUGGACUCUUGUGU 5'

17 5' AAGGGGUGUUCUGAGAUCACA 3'

I 1ol

150 rpm.

ol LIl 11l

Allen et al. score: 5.5
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VIT_01s0127g00520

Protein disulfide isomerase
public sRNA libraries; UV sRNA degradome support for homologue VIT 01s0127g00540 slice, p=0.08

category=2, p=0.036

<t -
mRNA 1462 5' AAGGGGUGGCCUGAGAAGAUG|3"
[Tl tolollIIIIIT loo
miR398ja 3' GUCCCCGCUGGACUCUUGUGU|(S5!
150 rpm.
Allen et al. score: 6
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VIT_10s0042g01150
ARGONAUTE2

category=0, p=0.0003

Transcript Position

(]
mRNA 3092 5" GGAGUUUGUGCGUGAAUCUAA 3!
NEREEEEEEEE R

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
miR477b

20.6 rpm.

5

3

Allen et al.

' CAGGAGCCAUUUGAGGGAGAG 3!

Litol bl ol T EETETTTT
' GUCUUCGG-GAACUCCCUCUC 5

score: 3.5

0

I I
500 1000

Transcript Position
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VIT_03s0180g00130
EDA9, D-3-phosphoglycerate dehydrogenase

category=2, p=0.054

Degradome 5' end Frequency

mRNA 1784 5' AGGUUGGGAGCAUUUUGGGGGA 3'
lool I llolll ollllollll
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

| Allen et al. score: 2

mRNA 224 5' GGAAUAGGAGGGGUAGGAAAGA 3'

FEETE T Ertol i
miR482 3' CCUUACCCUCCUCAUCCUUUCU 5!
1,077 rpm.

ShortStack phase score: 2456
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VIT_14s00069g03100

Vv-TAS4a; overlaps with 3' end of 59 AA predicted peptide

category=0, p=0.00035

mRNA 127 5' UGGAAUACUCACUUGAGCAAGA 3'

Lerrrrrrrrr rrrrrrrrn
miR828  3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 2
ShortStack phase score: 18631

100

200 300 400

Transcript Position




Degradome 5' end Frequency

250

200

150

100

50

VVITAS4b genomic chr14:215345 68..21534896
category=0, p=0.0003

mRNA 7 5' UGGAAUACUCAUUUGAGCAAGA 3'

LErrrrrrrrrrrrrrrrrrd
miR828  3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: O
ShortStack phase score: 7566
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UV pseudo-degradome sRNA libraries; validated in Pantaleo sRNA libraries cat2, p=0.001

8000

6000
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2000

wi—TAS4c chrl:2961355..2961682rc

category=2, p=0.04

D3 !
mRNA 7 5' UGGAACACUCAUUUGAGCAAGA 3'
LEEEE P rr el
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
| D8 | p1o a
[ [ [ [ [ [
50 100 150 200 250 300
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Degradome 5' end Frequency

10

VIT_14s0006g01290

MYBAG6/GSVIVT01030822001
UV pseudo-degradome sRNA libraries

category=0, p=0.0015

D8

]

mRNA 389 5' AGCCUCGUCCUCGGACCUUCAH 3!

FEEEE et
TAS4a-3'D4 - 3' ACGGAGAUGGAGCCUGGAAGU| 5'

D4
3,912 rpm.
Allen et al. score: 3
Note phasing downstream of slice
ShortStack phase score: 22.2
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VIT 1450006901280

MYBA7/GSVIVT01030819001
UV pseudo-degradome sRNA libraries

category=0, p=0.003

__[mRNA 386 5' GGCCUCGUCCUCGGACCUUCA| 3"

PEEEE T Errr et
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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VIT_14s0006g01340

MYBAS/MYB113-like/GSVIVT01030829001

UV pseudo-degradome sRNA libraries
category=0, p=0.03

]
mMRNA 386 5' AUACUUGUCCUCGGACCUUCU| 3'
n Flto LI TEEETEETT D6
TAS4a-3'D4 - 3' ACGGAGAUGGAGCCUGGAAGU| 5'
3,912 rpm.
Allen et al. score: 6.5
Note apparent phasing downstream of
slice. D3
D9
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VIT_00s0341g00050

MYBPAL1/GSVIVT00009522001

category=2, p=0.04

mRNA 1115 5' UGGAAUUCUCAUUUGAGCAAGA

LEEETE T rrrr e
miR828 3' ACCUUAUGAGUAAACUCGUUCU

< 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'
Lol l IITITIITollollo

miR858 3' GUUCCAGCUUGUCUGUUGCUU 5'

0.4 rpm.
Allen et al. score: 4.5

5'

Transcript Position

1500



Degradome 5' end Frequency

40

30

20

10

VIT_17s0000g08480
MYB157/GSVIVT00016076001

category=0, p=0.002

mRNA 307 5'
miR828 3!

< 0.01 rpm.
Allen et al.

ShortStack phase score 1330

UGGAACACUCAUUUGAGCAAAA 3!

ACCUUAUGAGUAAACUCGUUCU 5'

score:

ok
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VIT_14s0066901220
MYB156/GSVIVT00020733001

category=0, p=0.0018

mRNA 307 5' UGGAACACUCAUUUGAGCAAAA 3'

FEEEE Trrrrrr e |
miR828  3' ACCUUAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.

Allen et al. score: 4
ShortStack phase score 2233
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10

VIT_09s0002g01380
MYBPAL3/GSVIVT00034095001

category=0, p=0.0007

[ ]

mRNA 399 5' UGGAAUUCUCAUUUGAGCAAGA 3'

CETEEE TErrr et
miR828 3' ACCUUAUGAGUAAACUCGUUCU 5'
< 0.01 rpm.
Allen et al. score: 1
ShortStack phase score 1260
UV pseudo-degradome sRNA libraries:
category 3, p=0.11
mRNA 366 5' CCAGGUCGAACAGAUAAUGAG 3'

FITTEEITTE ol ol o
miR858 3' GUUCCAGCUUGUCUGUUGCUU 5'
0.4 rpm.
Allen et al. score: 5
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VIT_01s0127g00730
MYB155/GSVIVT00002700001

category=4, p=0.30

mRNA 372 5'
miR828 3!

< 0.01 rpm.
Allen et al.

ShortStack phase score 276

UGGAACUCUCAUUUGUGCAAGA| 3"

ACCUUAUGAGUAAACUCGUUCU| 5"

score: 4

200

400

Transcript Position

600

800
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15
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0.5

0.0

MYB82B/GSVIVT01015575001
Pantaleo pseudo-degradome sRNA libraries
category=

VIT_11s0016g05660

0, p=0.006

mRNA 325 5'
miR828 3'

<0.01 rpm.
Allen et al.

UGGAAUACCCAUUUGAACAAGG

LR Thto

ACCUUAUGAGUAAACUCGUUCU

sScore:

3.5

Note phased D2 species

UV pseudo-degradome sRNA libraries]

category O,
mRNA 292 5'

p=0.05

CCAGGUCGAACUGAUAAUGAG

[TIL Ilollollo

3 |

3'
D2

miR858 3' GUUCCAGCUUGUCUGUUGCUU |5
0.4 rpm.
Allen et al. score: 6.5
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VIT_04s0008901870
MYBPAL2/GSVIVT01035467001

Pantaleo pseudo-degradome sRNA libraries
category=0, p=0.002

Transcript Position

[ ]

mRNA 325 5' UGGAAUUCUCAUUUAAGCAAGA 3'

FEEEEE rrrrrrr rrrrrnd
miR828 3' ACCUUAUGAGUAAACUCGUUCU 5'

_1<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!

ol llIlIIITTITlollo
miR858 3' GUUCCAGCUUGUCUGUUGCUU 5'
0.4 rpm. D2
Allen et al. score: 4.5

D4D5
D3 D7
[ [ [ [ [ [ [
0 100 200 300 400 500 600




Degradome 5' end Frequency

VIT_08s00079g04830
MYB27/GSVIVT01033670001

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

mRNA 304
miR828

<0.01 rpm.

5' UGGAGAACUCAUUUGAGGAAGA 3'

[Pt FEEETErrrrr i
3' ACCUUAUGAGUAAACUCGUUCU 5'

Allen et al. score: 3.5

100 200 300

Transcript Position




VIT 11s0016g01320

MYBPA2/GSVIVT01015102001, Regulating proanthocyanidin

Pantaleo pseudo-degradome sRNA libraries
category=0, p=0.002

Degradome 5' end Frequency

mRNA 352 5' UGGAACACAAAUUUGAGCAAGA 3'

R RN
miR828  3' ACCUUAUGAGUAAACUCGUUCU 5'

<0.01 rpm.
Allen et al. score: 3
ShortStack phase score: 2.2
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0 200 400 600 800 1000

Transcript Position



Degradome 5' end Frequency

12

10

VIT_13s0067g01710

Translation initiation factor elF-2 alpha subunit

category=4, p=0.55

mRNA 321 5' AGGGUAUAUUGAUUUGAGCAAGA 3'

Lo [1lol [IHITTIEITT]
miR828 3' ACCU-UAUGAGUAAACUCGUUCU 5'

< 0.01 rpm.
Allen et al. score: 4

LA A1 II

I I I
0 200 400 600 800

Transcript Position
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Degradome 5' end Frequency
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VIT_09s0002g01400
MYB7_1

category=4, p=0.56

mRNA 291 5' CCGGGCCGAACAGACAAUGAA 3

ol TIHEEEErittolll
miR858  3' GUUCCAGCUUGUCUGUUGCUU 5

0.4 rpm.
Allen et al. score: 4.5

200

I I I
400 600 800

Transcript Position




Degradome 5' end Frequency

VIT_07s00059g01210
MYB12_2/MYBF1

category=4, p=0.73

mRNA 289
miR858

0.4 rpm.
Allen et a

5" CCAGGAAGAACAGACAACGAG 3"

e rrrrrrrrrrrilo
3' GUUCCAGCUUGUCUGUUGCUU 5'

1. score: 5

0 200

I I I
400 600 800

Transcript Position

I
1000

I
1200




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

Degradome 5' end Frequency

40

30

20

10

VI

T_11s0052900320

Ca2+-ATPase 10 ACA10

category=2, p=0.007

D9

mRNA 1701 5' ACGGUGUCAUCUCUCCUGCGAC 3'

FEETo b rrrrrr el
miR4376-1is03"' UGCCGCAGUAGAGAGGACGCUU 5'

69.2 rpm.
Allen et al. score: 1.5

Note phasing
ShortStack phasing score 121.3

D16

1

MMMM |‘|| el [

1000 2000 3000 4000 5000

Transcript Position




VIT_11s00529g00320

Ca2+-ATPase 10 ACA10
Pantaleo pseudo-degradome sRNA libraries; validated in public sRNAs. cat4, p=0.18
category=2, p=0.014

Degradome 5' end Frequency

o mRNA 1704 5' GUGUCAUCUCUCCUGCGACAGU 3'
< 7] olol IIIIITIIT TTllo
miR3627-iso 3' AGCGGC-GAGAGGACACUGUUC 5'
27.8 rpm.
Allen et al. score: 8
Note phasing; ShortStack phase score 121.3
o _|
™
D4
[ ]
D3
N
o _|
(qV
o _
—
o - | J_I I.II_III_II_I.IIIIIIIIIIII IIII III IIIII 1 I |

I I I I I I
0 1000 2000 3000 4000 5000

Transcript Position



Degradome 5' end Frequency

VIT_03s0180g00120
NHD1, Sodium hydrogen antiporter

category=4, p=0.19

mRNA 1965 5' UAGACC-CAGAGAUGCAGAUUG

FEEEEr rrr rrrrrrritto
miR2111  3' AUCUGGAGUC-CUACGUCUAAU

8.2 rpm.
Allen et al. score: 3.5

I
500 1000 1500 2000

Transcript Position

3 |l
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Degradome 5' end Frequency
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VIT_18s00419g02210
TIR-NBS-Leucine Rich Repeat receptor

category=0, p=0.007

(]
mRNA 115 5' UGGUGUUUGGACGAGCUUGUUC 3!
Lol LI [lol ]l

miR3623 3'" ACCACGAACCUACUUGAACACU 5!
791 rpm.

Allen et al. score: 6.5

[ [ [ [ [ [
100 200 300 400 500 600
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Degradome 5' end Frequency

VIT_05s0029g00780
NB-ARC R protein L6

category=0, p=0.01

mRNA 2179 5' UGGUGUUUAGAUGAGCUGGUGA 3'

LEErtolt ThErtoll 11
miR3623 3' ACCACGAACCUACUUGAACACU 5'

791 rpm.
Allen et al. score: 4.5

I I I
500 1000 1500

Transcript Position

2000




Degradome 5' end Frequency

15

10

VIT_05s0029g00870

resistant to P. syringae 4, RPS4
category=2, p=0.40

mRNA 250 5' UGGUGUUUAGAUGAGCUGGUGA 3'

Lol thbbtol T
miR3623  3' ACCACGAACCUACUUGAACACU 5'

791 rpm.
Allen et al. score: 4.5

mii
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Transcript Position
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12

10

VIT_00s0194g00330

METAL ION BINDING PROTEIN-RELATED; Proline-rich

category=3, p=0.03

mRNA 446

5'

miR3624 -5p 3

224 rpm.

Allen et al.

|

score: 4

AAGUAGUAUGCUGCAACCCUGA 3"

FEEErr et e
UUCAUCAUACGACGACGGGACU 5'

[l

200

400 600

Transcript Position




Degradome 5' end Frequency
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VIT_08s00079g04400

DEAD-box ATP-dependent RNA helicase 38-like

category=4, p=0.03

mRNA 908 5' CAAUUUCACAGCGACCACCGG 3!

e e
miR3626 3' GUUAAAGUGUCGCUGAUGGCC 5'

10.9 rpm.
Allen et al. score: 2
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2000
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VIT_07s0031g01230
Ribosomal protein L30 (RPL30A)

category=2, p=0.99

mRNA

miR362%a-3p 3'

1.0 rpm

Allen et al.

56

5' CCU-CAUUUUCUCAGCAGCCA 3!

J

SCore:

1

GGAUGUAAAAGAGUCGUCGGU 5'

100

200

I I
300 400

Transcript Position

500
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Degradome 5' end Frequency
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VIT_05s0020g04610
protein kinase, SYM10 Nod factor recognition protein

category=0, p=0.06

mRNA 2368 5' CAUCAUCCAAUAUAACUAAACUGA 3'

Pt to bl
miR3631b-1like-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

FEEEEE Prrrrr et
miR3632-3p 3' AACCAUAACCCCCAGACCCUUU 5|'

36.8 rpm
Allen et al. score: 2
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0 500 1000 1500 2000 2500 3000

Transcript Position
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VIT_05s0051g00590

Pectate lyase

category=4, p=0.52

mRNA 1743
miR3633a-5p

192 rpm.
Allen et al.

5' CUCUCUUCACCAUCCACUCC 3'

[T Tol I

3' GAGAGGAUUGGUAGGUAAGG 5'

score:

3

.5

500

1000 1500

Transcript Position

I
2000
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Degradome 5' end Frequency

VIT_17s0000g05850
ABC transporter ATATH1 (ABC2 homolog1)

category=4, p=0.99

mRNA 2144 5' GAGGCAUGUGUGGGACAUAAU 3'

Lerrrrrrrrrrrrrrrrrnd
miR3635-1ike-3p 3' CUCCGUACACACCCUGUAUUA 5'

0.9 rpm.
Allen et al. score: O
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