Supplementary dataset S2. Expression data of different NMCPs: Ppal, Ppa2, Osal, Osa2, Zmal, Zma2, Bdil,
Bdi2, Gmall, Gmalll, Gma2ll and Gma3II from the eFP browser.

Ppal
Organism Physcomitrella patens
Transcript Name Pp3c2 34830V3.1 (primary)

Alas Pp3c2_34830J5.1 Pp3c2 34830 Phpat.002G143000
Phypa 129421 Ppls76 81V6 Pp3c2 34830.v3.1

Physcomitrella eFP Browser
b

Data Source mode L1 [ Primary Gene 1D Secondary Gene ID signal Threshold []
() [Physcomitrela | [Absolute + | |Pp1s76_82v6.1 Pp1s9_9V6. 1 1869.76 | Go |

» For group1 data, this probe set reaches its maximum expression level (expression potential) of 1869.76 in the Physcomitrella data source.

Phypa_128421 Pp1a76_82V6.1

GAMETOPHORE

Caulonema

{1}

Archegonia

SPOROPHYTE SM

Physcomitrella eFP Browser at bar.utoronto.ca Ortiz-Ramirez et al., Molecular Plant, 2015 / Winter et al., 2007

Click Here for Table of Expression Values | | Click Here for Chart of Expression Values

« Ppls76_82VE.1 was used as the probe set identifier for your primary guery, Phypa_129421 (nuclear matrix constituent protein-related)



Group Tissue Expression Standard

# Level Deviation Samples Links
Sporophyte To the
1 s1 1128.22 0.0 |Sporophyte_S1, Experiment
1 Rhizoids 795.7 0.0 Rhizoids, To the
Experiment
To the
1 Gametophore 1292.66 0.0 Gametophore, .
Experiment
Sporophyte To the
1 S0 1869.76 0.0 |Sporophyte_S2, Experiment
Sporophyte To the
1 33 1352.67 0.0 |Sporophyte_S3, Experiment
1 Caulonema 881.56 0.0|Caulonema, M
Experiment
1 Chloronema 433.7 0.0 Chloronema, M
Experiment
1 Archegonia 1233.16 0.0 |Archegonia, TO—”‘?
Experiment
1 Protoplast 133.6 0.0 Protoplast, TO—”‘?
Experiment
Sporophyte To the
1 M 1129.31 0.0 |Sporophyte_M, Experiment
1 Spores 335.2 0.0 |Spores, To the

Experiment


http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
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http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
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Ppa2

Organism Physcomitrella patens
Transcript Name Pp3cl_1360V3.1 (primary)

Alias Ppl1s200_64V6.1 Pp3cl 1360E2.1 Pp3cl _1360V1.1
Pp3cl_1360 Ppls200_64V6 Phpat.001G006400 Pp3cl_1360.v3.1
Pp3cl_1360V1.1.v3.1

Physcomitrella eFP Browser
[

Data Source mMode 1 [ Primary Gene ID Secondary Gene ID signal Threshold [
(2) [Physcomitrela_- | [Absolute | [Pp1s200_64ve. 1 Pp1s3_aVs.1 2301.04

= For group data, this probe set reaches its maximum expresszion level (expression potential) of 2301.04 in the Physcomitrella data source.

Pp1s200_64V6.1 Ppla200_B4VE.1

GAMETOPHORE

Chioronema

Spores

SPORDPHYTE Sk 53 52 51 Archegania

Physcomitrella eFP Browser at bar.utoronto.ca Ortiz-Ramirez et al., Molecular Plant, 2015 / Winter et al., 2007

tissue typ wre sl dtype Physcomitrslla patens (Gr oM iR ralle s at h 16h light and

Click Here for Table of Expression Values | | Click Here for Chart of Expression Values |

= Pp1s200_84VE.1 was used as the probe set identifier for your primary guery, Pp1=200_84W8&.1 (little nucleil )



Group Tissue

#

1

Sporophyte
S1

Rhizoids

Gametophore

Sporophyte
S2

Sporophyte
S3

Caulonema
Chloronema
Archegonia

Protoplast

Sporophyte
M

Spores

Expression

2204.58

1495.44

1207.46

2301.04

1678.71

546.75

849.87

1404.33

857.88

540.09

1979.72

Samples

0.0 |Sporophyte_S1,

0.0 |Rhizoids,

0.0 Gametophore,
0.0 |Sporophyte_S2,
0.0 'Sporophyte S3,
0.0 |Caulonema,
0.0 |Chloronema,

0.0 |Archegonia,

0.0 |Protoplast,

0.0 'Sporophyte M,

0.0 |Spores,

Links

To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment
To the
Experiment


http://www.igc.gulbenkian.pt/pages/groups.php/A=103___collection=groups___group=1
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Osal

Organism Oryza sariva
Transcript Name LOC_0s02g48010.1

E Rice eFP Browser

Data Source Mode |:| |:| Primary Gene ID Secondary Gene ID Signal Threshold |:|

(?) |rice mas ~||Absolute ~||Loc_oso2ge8010 | LOC_Os0egi0770 |1165.24 || Go

= For groupt data, this probe set reaches its maximum expression level (expression potential) of 1386.88 in the rice_mas or
ricestigma_mas or ricestress_mas data source.

= For group data, note the maximum =ignal value has increased to 1165.24 from 20.92. Use the Signal Thresheld option to keep it constant at
20.92, or enter a value in the Signal Thresheold box, such as 1388.88. The same colour scheme will then be applied across all views.

* Some samples exhibit high standard deviations for replicates. You can use standard deviation fitering to mask those with a deviation greater

than half their expres=ion value.
o o/.
® L]
Exge Irteractorn

Rice eFP Browser at bar.utoronto.ca
LOC_Os02g48010  0s.11658.1.51_at

Click Here for Table of Expression Values Click Here for Chart of Expression Values

= 0s.11858.1.51_at was used as the probe set identifier for your primary gene, LOC_COs02g43010 (protein nuclear matrix censtituent protein
1-like, putative, expreszed)



Osa2

Organism Oryza sariva
Transcript Name LOC_0s01g56140.1
E Rice eFP Browser
Data Source Mode L] [  Primary Gene ID Secondary Gene ID signal Threshold [
(?) [rice mas «|[Absolute ~||LOC_OsD1g56140.1 | |LOC_Os06010770 10023.36

= For group data, thiz probe set reaches its maximum expression level (expression potential) of 10446.8 in the rice_mas or
ricestigma_mas or ricestress_mas data source.

+ For groupd data, note the maximum =ignal value has increased to 10023.38 from 1165.24. Use the Signal Thresheld optien to keep it constant
at 1165.24, or enter a value in the Signal Threshold box, such as 10445.8. The zame colour scheme will then be applied across all views.

4. Q9

Rice eFP Browser at bar.utoronto.ca
LOC_0Os01go6140 05.26362.1.51 _at

Click Here for Table of Expression Values | | Click Here for Chart of Expression Values

+ 0s.26352.1.51_at was used as the probe set identifier for your primary gene, LOC_0Os01g56140 (protein expressed protein)



Zmal

Organism Zea mays
Transcript Name GRMzZM2G015875_T01

Maize eFP Browser
8

Data Source Mode L] []  Primary Gene ID Secondary Gene 1D signal Threshotd (]

() [Sekhon et al Atlas | [Absolute -] [GRMZM2G015575 GRMZM26011169 16032.73 [6o |

» For groupi data, this probe zet reaches its maximum expression level (expression potential) of 17821.3 in the maize_RMA_linear data source.
« For group data, note the maximum signal value has increased to 16032.73 from 20.92. Use the Signal Threshold option to keep it constant at 20.92, or enter a value in the Signal

Threshold box, such as 17821.3. The same colour scheme will then be applied across all views.
. - @0
MazeGDB

. 7 7 GRMZM2G015875_T01
Maize eFP Browser at bar.utoronto.ca GRMZM2G015875_T01 - TJT:T""‘;\
Winter ef al.,, 2007 PL0S One 2(8). e718 il
Sekhon et al., 2011 Plant J. 66(4): 553-563 Shoot Tio First Internode: First Intemode  Fourth
SIS vs) (V7}  Intemode
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Zma?2

Organism Zea mays
Transcript Name GRMzZM2G320013 _T01

Maize eFP Browser
(%

Data Source Mode L1 [ Primary Gene ID Secondary Gene ID signal Threshold (]
| eknon et a S ~ SOIUTE - .
2) [Sekhon et 3l Ath |[Absolute - | [GRMZM2G320013 GRMZM2G011169 14267.36

= For group! data, this probe set reaches its maximum expression level (expression potential) of 16128.5 in the maize_RMA_linear data source.
« For group! data, note the maximum signal value has increased to 14257.35 from 35.01. Use the Signal Thresheld cptien to keep it constant at 35.01, or enter a value in the Signal

Threshold box, such as 16128.5. The same colour scheme wil then be applied across all views.
. Ao

o oFP Browser at bar.utoronto.ca GRMZM2G320013_T01 GRMZM2G320013.T01 i Meiotic
o ‘ Tassel (V13) Tassel (V
Winter et a, 2007 PLOS One 2@; 718 S o

Sekhon et al,, 2011 Plant J 953-563 R First Intemode First Internode  Fourth
il / ) Internode

" W W
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SAM (V1) SAM (V3) SAM (V4)
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form, the blade grows
more rapidly than the
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Immature Pre-pollination
/1t
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10 14 18 2

0o DAP = Days After Pollination  pap
Masked DAS = Days After Sowing

| Click Here for Table of Expression Values | | Click Here for Chart of Expression Values |

+ GRMZM2G320013_T01 was used as the probe set identifier for your primary gene, GRMZM2G320013_T01 (expressed protein)



Bdil
Organism Brachypodium distachyon
Transcript Name Bradi3g53047.1

Brachypodium eFP Browser
>

Data Source mode L] [ Primary Gene ID Secondary Gene ID signal Threshold [
(2) [Brachypodum Atles | [Absolute - | [Braci3g53047.1 | |Bradigna2zo. 1 2509.85

« For group? data, this probe set reaches its maximum expression level (expression potential) of 2633.3 in the Brachypodium Atlas data source.

-BradiCigSSOﬂ?.T Bradi3g53047.1 Brachypodium distachyon eFP Browser at http://bar.utoronto.ca
Sibout et al., 2017; Winter et al., 2007. PLoS One 2; e718
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Bdi2
Organism

Transcript Name Bradi2g50990.1

BAR

Brachypodium eFP Browser

Brachypodium distachyon

e Like 1K

Data Source

Mode (] [J
(2) [Brachypadium Atls .| [Absolute | [eracizgsogsn.1

Primary Gene ID

| Brad

Secondary Gene ID

Signal Threshold [
744.05

i4908230.1

= For group? data, this probe set reaches its maximum expression level (expression potential) of 802.8 in the Brachypodium Atlas data source.

-Dradi2950900‘1 Bradizg50990.1

Mature plant Young spikelet  Peduncle
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Brachypodium distachyon eFP Browser at httpz//bar.utoronto.ca

Sibout et al., 2017; Winter et al.,, 2007. PLoS One 2: e718
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Gmall
Organism Glycine max
Transcript Name Glyma.18G280500.1 (Glymal8g51560)

E Soybean eFP Browser

Data Source Mode 1 [ Primary Gene ID Secondary Gene ID Signal Threshold [

(?) | soybean ~ || Absolute ~||Glyma.186280500 | Glymat6a47390 166.42

« For group data, this probe set reaches its maximum expression level (expression potential) of 166.42 in the Soybean data source.

Expressologe

Soybean eFP Browser at bar.utoronto.ca

HAI = Hours after Inoculation
Glyma.18g280500 Glyma18y51560

Root Hairs 12 HAI Roo Hairs 12 HAI

Root Hairs 24 HAI RDO Hairs 24 HAI

Leaves Mock
Green Pods
SAM

Root Hairs 48 HAI RDG Halrs 48 HAI

Root 438 HAI
Stripped
Root
Nodule Root Tip

eFP by R. Patel. Dra
in response to Brac
Integrated Transcriptome A

Ahsolute
166.42
14977
13313
116.49
9985
53.21
66.56
4992
3328
16.64
oo
tasked

fings lJu R P‘1 el. Data for Root Hair series from Complete Transcriptome of Soybean Root Hair Cell, a Single Cell Model, and its alteration
7 nfection: Libault, M., Farmer, A_, Brechnmacher, L et al. ). Plant Phsyiol. 152, 541-552. All other data from An
Muodel ( & max, and its use in Comparative Analyses in Plants: Libault, M., et al. (2010) The Plant Journal §3, 86-99

Data is mRNA-Seq derived data and all samples were samplad in triplicate.

Click Here for Table of Expression Values | | Click Here for Chart of Expression Values |

s Glyma18g51560 was used as the probe set identifier for your primary gene, Glyma.18g280500 (LINCA little nucleit)



Gmalll
Organism Glycine max
Transcript Name Glyma.08G256300.1 (Glyma08g28630)

E Soybean eFP Browser

Data Source Mode (] []  Primary Gene ID Secondary Gene ID Signal Threshold (]
(?) | soybean ~ || Absolute ~||Glyma.086256300 | Glymansg47390 115.76

« For group? data, this probe set reaches its maximum expression level (expression potential) of 115.76 in the Soybean data source.

Nodule Root Tip

Expresslogs
Soybean eFP Browser at bar.utoronto.ca HAI = Hours after Inoculation
Glyma.0Bg256300 Glymal8gy28630
Root Hairs 12 HAI Root Hairs 12 HAI
Mock
Apsolute Flower
11576 ‘ ‘
104,15
926
8103
£9.45
57 68
463
3472 _
2315 Root Hairs 24 HAI Root Hairs 24 HAI
1157 Leaves Mock
00
Masked Green Pods
Root Hairs 48 HAI Root Hairs 45 HAI
Mock
Root 48 HAI
Stripped
Root

Root Hair series from Complete Transcriptome of 5

pean Root Hair Cell, a Single Cell Model, and its alteration
m infection: Libault, M., Farmer, A., Brechnmacher, L et al. 0). Plant Pheyiol. 152, 541-552. All of o An
Model Glycine max, and its use in Comparative Analyses in Plants: Likault, M., et al. (2010) The Plant Joumnal 63, 86-39
Data is mRMNA-Seq derived data and all samples were sampled in triplicate.

Click Here for Table of Expression Values | | Click Here for Chart of Expression Values




Gmazll
Organism Glycine max
Transcript Name Glyma.17G157900.1

soybean eFF Browser m

Dats Source Mode | D Frrmﬂ-n Secondary Gene 10 Signal Threshaoid [

@ [soybean  ~|[Absokte ~|[Ghma.176157900 | Ghmategi7re 82184 (7}

& For group data, this piobe Sel reachds RS mammam expdassion bvel (aepresdion poléntal) of B384 in e Soybean data Source.

Y

Sovbaan aFP Browser al bar.uloronio.ca Ly S e
Ghyma, 179157000 Glywna | Pyl TG

Hoot Hairs 12 HA HOO] Hars 14 Had
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=
#
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B MACICK
oo
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F"'\-a
.: Hiw 5 AL
== I =i
> Rt
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i B Pl Dvis T [* e B Cirspiens Tiass -\.f-u g D |||..|_ 'l i
n heaponed i Sesderfiirndem ey o L [ '] L ofFusyt sk Froos A
wREl T e a8 W Lk o Bl w T Etapd ' PR b
. e

Cick Here for Table of Expresson Valses | | Clck Hare for Chirt of Expression Valies

» GiymalTgia070 was used 85 Meb proDd 34 icenalies o your pamary gene, Gl 1715700 (LG B nuchaid)



Gma3ll
Organism Glycine max
Transcript Name Glyma.01G090100.1

E[ Soybean eFP Browser m

Data Source Mede [ ]  PrimaryGene D Secondary Gene D Signal Theaameld [
(?) | soybeen -|[Absoste ~|[ymaniGooeioe | GhmedsgeTie 07 i
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