Supplementary data

A | ' |

059 | 069 | 0.9 | 069 | 089 | 068 | 089 | 068 | 085 | 0.82 | 082 | 0Z2 |0 ;aa I o | o |[0E] B o ACKR90d1 l !
059 | 080 | 0.0 | 080 | 089 | 069 | 089 059 | 089 | 082 | 092 | 092 | 08s | ees | 094 | oes | es | oss | ACKR90d2 0.95
059 | 080 | 0.0 | 080 | 089 | 089 | 090 (059 | 089 | 082 | 082 | 092 | 0ss | oes | 08a | oes | oes | oss | ACKR0d3 0.9
050 [ 080 | 0.0 | 081 | 081 | 080 | 08r (057 | 0sr | 083 | 082 | oSz |osz | es1 | 080 | eez | om | oes | ATIRG0I]
090 | 081 | 080 | 081 | 080 | 0o0 | 085 | 067 | D87 | 082 | 0.94 | 04 | 083 | os1 | 081 | oz | oec | oo | ADRI0A2 0.85
090 | 081 | 0.0 | 082 | 091 | 080 | 085 | 068 | 087 | 0.82 084 | 03 | ost |01 | ez | oee | ose | ADR90A3 0.8
0.59 | 088 | 059 | 090 | 080 | 0.80 083 | 088 | 069 | 08s | 086 | 067 | 086 | 088 | 0EE | 0.8 QDRS0d1 I 0.75
059 | 080 | 080 | 0.90 | 031 | 081 080 | 080 | 089 | 086 | 067 | 086 | 088 | me6 | 0.6 QDRS0d2
0.58 | 080 | 050 | 0.80 | 050 | 0.0 050 | 950 | 089 | 086 | 087 | 086 | 08 | @86 | 06 QDRO0d3
0.50 [ 080 080 | 091 | 081 | 002 0a7 | 068 | 088 | 0.67 | 085 | 050 | 0.2 | @80 | 0.0 QCKR90d3
059 | 08s | 089 | 091 | 080 | 001 045 | 068 | 088 | 0.67 | 067 | 057 | 081 | @80 | 0.0 QCKR9I0d1
c.50 | 089 | 0.9 | 0.9C | 080 | 0.60 | 0.8% 045 | 065 | 088 | 086 | 085 | 080 | 0.0 | @78 | 0.0 QCKR90d2
.59 | 088 | 0.90 | 0a7 | 0.55 | 068 | 050 | 0.80 | 0.50 | 0.67 | 0.8 | 0.68 o83 | 083 | 083 cen | nes | oex | QDR65A2
0.59 | 088 | 059 | 097 | 0.57 | 063 058 | 080 | 0.50 | 0.65 | 0.8 | 0.65 o83 | ez | om2 cee | oes | oes QDR63d1
0.5 | 085 | 089 | 087 | 07 | 067 | 088 | 0.6 | 080 | 0BE | 086 | D66 083 | 00z | 089 ceo | o | o (QDRE5d3
082 | 082 | 02 | 003 | 082 | 0062 | 086 | 066 | 0.85 | 0.67 | 0.A7 | 066 | 093 | 0.83 | 093 0ss | os7 | oes | ocse | oes | oes  ADR65A1
092 | 08z 02 | 092 084 - 057 | 067 | @87 | opa | ca7 | o6e | 083 | 002 | 092 0ss | oss | oas | oao | oor | oar | ADR65dA2
092 | 082 082 | 092 084 | 084 056 | 065 | 056 | 062 | 047 | 066 | 083 | 0.862 | 093 0a7 | 086 | oas | oso | oee | oss | ADR65A3
084 | 085 | 085 | 082 | 083 | 083 | 085 | 088 | 088 | 062 | 081 | 060 088 | 088 | 087 oot os | oes (QCKR6E5d3
083 | 084 | 08¢ | 08t | 081 | 081 | 086 [ 0B | 086 | 060 | 080 | 078 067 | 088 | 080 oot oe | o QCKRE5d1
082 | 084 | 08¢ | 080 | 051 | 081 | 085 | oes | 086 | 060 | 080 | DE0 060 | 0es | 0s8 oot os | o QCKRE5d2
085 [ 085 | 0.86 | 082 | 0.2 | 0682 020 | 06a | 090 | 0a | 089 | 00 | 041 | est | 0e ACKR6542
054 [ 085 | 085 | 081 | 0.50 | 060 083 | 0.6a | 089 | 0.8 | 087 | 088 | 041 | @st | 081 ACKR65d1
083 | 081 | 0& | 080 I 00 | ose 082 | oes | 000 | 088 | 087 | 088 | 0as | oo | 08 ACKR65d3
X 22525825228 SE22238z2¢%¢3
S 2 23:EFEiiz 22222228272 2
S T 8 = 2 o = = = & 58 S = oo owhoThooh ot & &R &R S& 5
EEEES S TR EEE8EsERB 222222
- o o= ra SO=E e B =@
B ‘ \
1
| — ——
084 | 082 | 083 054 | 054 085 | 0.87 | 0.67 | 087 | o8s | oas  ost | 067 | oss | ACKRI0d1 !
08¢ | nes | oss oad | 08t 085 |nes  oes | o@e | oss | cer oet | oms | ose | ACKROOd2 95
085 | e | 0@ oad | 08t 086 | nar | oe7 | ose | oss | cer  osz | osr | ose | ACKRO0d3 0.9:
095 | 0.94 | 093 0.85 | 085 023 |oes | 0es |09z |02 | ez oes | om | ose [ ADRYOA3 9
095 | 034 | 094 095 | 095 o&7 | 086 | 067 | 089 | 080 | 0o asz | oss | ose | ADROOA] 0.f
095 | nsa | nsa o6 | 096 csr | os7 | 087 | 0oo | oar | ner ooz | oms | ose | ADROOA2
oot | 0ss | oos | 085 | oes | oss 0.6 023 | 0.3 | 0sa | ose | oso | pes | @es | s | ose [QODRO0OAI i().SS
092 | 093 | 093 | 0.4 | oo | oo 0.5 | oes 0s5 | 0.4 | 085 | ooa | 0se | oes | oss | s | oss [QODRI02
095 | 093 | 084 | 083 | 094 | 093 oes | 0ss | oss 024 | Dss | 0ss | 087 | 0ss | oss | mss | oss | oss [(Q9DRO0I3
08 | 0&7 | 08&  o0o2 |02 | 082 aso |08z | oot ass | 0w |os (QOCKRI0OA3
oad | 0ad | o.s 085 086 a8 080 | née | 085 | 085 | 0ad 085 | 063 | 0oe | oea ces | oo | o [(QOCKROOAI
084 | 094 | D82 085 080 085 089 | 0% | 085 | 095 | 084 | 085 | 083 | 084 | o4 085 | 0m | ose [(QOCKRI042
a5 065 | 065 | 085 | 035 | cas | oss 083 | 088 | 068 | 084 | 085 sy ose | os | ose | ACKR65d2
n.as 065 087 | ces | 0se 020 | Dee | oes | 085 | 088 oes  osd | om |02 | ACKR65dI
086 | c.es | 086 0ee |oee | oes | 084 | 085 es oes | o | osa | ACKR65d3
0.56 | 0.65 | 0.86 | 0.95 | 0.7 | 057 | D93 | 0.85 | 094 | 022 | 085 | 0.95 | 0.59 | 090 | 089 o9z | 093 | oes  os+ | ass | om |QOCKROES5d2
067 | 085 | 0.87 | 085 | 086 | 057 | 093 | D94 | 094 | 092 | 094 | 094 | 089 | nEe | DES usz | 08z | ose oss | oss | om | QOCKROSAI
0s7 | 086 | 087 | 08s | 087 | 087 |03 | 065 | 084 | 0e2 | 085 | 085 | 0.8e | o.ee | 089 ooz | 0s2 | ez os4 | 0se | 0m | QOCKR65d3
057 | 086 | 086 | 002 | 08 | 00 | oes | 08s | 087 | 080 | 023 | 003 | 094 | 0.85 | 084 | 092 | Doz | D2 aes | ass | ase | ADR6G5dL
055 | 058 | 088 | 0.92 | 050 | 091 | 069 | 069 | 08 | 082 | Do+ | 094 | 095 | 098 | 095 093 | 083 | 0.93 oss | 0ss | oss | ADR65d2
085 | 057 | 087 | 082 | 090 | 0ot | oss | ose | oss | 0o  oes | ase | 0ss | nes | 0es | 0ss | 0sz | oss oss | oss | osx | ADRG5A3
091 (081 | 082 | 083 062 | 082 | 006 | 005 | 005 | 085 0.5 | 005 | 004 (084 | 003 | 054 | 054 | 064 | 005 | 088 | 085 QYDR65d2
0.87 | 0BG | 067 | 000 | 085 | 086 | 003 | 003 | 003 | 081 | .83 | 003 | 0064 [ 0.4 | 064 | 054 | 054 | 004 | 085 | 088 | 086 QYDR635dI
o058 | 059 [ 080 | 062 | 055 | 080 | 083 | 083 | 083 | 080 087 | 082 094 | 083 | 094 | 082 | 083 | 083 | 082 | 084 | 083 QODR65d3
! = = 9 9o 9 Y 2 O 0 N0 % =% = 9 9 9
T g 222 2B =2RRAcoEREREZEZEER =S
S Cf:E:E5::555553:558¢8:2¢22z23¢
ERE&EY TV ERBELEEERES 22T Y B 2L

Supplementary Figure S1. Correlation analysis of whole transcriptome data (A) and proteome data (B)
from potato Atl and Q9 roots under drought stress.



Supplementary Table S1. Statistics on the quality of whole transcriptome sequencing data outputs

Sample raw reads Q30 GC content clean reads
ACKR65d1 13195926 96.50% 56.14% 12970619 (98.29%)
ACKR65d2 12368029 96.23% 54.49% 12082540 (97.69%)
ACKR65d3 15488308 97.06% 53.67% 14502617 (93.64%)
ACKR90d1 11211548 96.77% 53.39% 10282401 (91.71%)
ACKR90d2 12837096 96.82% 53.94% 12705840 (98.98%)
ACKR90d3 12475721 95.86% 53.55% 11744637 (94.14%)

ADR65d1 14209315 97.19% 54.47% 13553359 (95.38%)
ADR65d2 11602121 97.05% 53.92% 10756226 (92.71%)
ADR65d3 10938681 95.56% 54.44% 10720775 (98.01%)
ADR90d1 11450610 96.71% 53.40% 10414095 (90.95%)
ADR90d2 11459592 97.23% 54.20% 10850527 (94.69%)
ADR90d3 11740528 97.06% 53.55% 11017736 (93.84%)
QCKR65d1 12858739 96.83% 54.03% 12134701 (94.37%)
QCKR65d2 12027452 95.48% 53.02% 11070250 (92.04%)
QCKR65d3 10832198 96.78% 53.08% 10144278 (93.65%)
QCKR90d1 14428139 96.86% 51.66% 13799160 (95.64%)
QCKR90d2 15083062 97.37% 52.80% 14861935 (98.53%)
QCKR90d3 15520637 98.23% 53.58% 15256714 (98.30%)
QDR65d1 13840936 97.13% 54.09% 13043044 (94.24%)
QDR65d2 13599481 97.19% 54.09% 12691833 (93.33%)
QDR65d3 10564937 96.07% 53.44% 10379616 (98.25%)
QDR90d1 11760507 95.72% 52.14% 10696295 (90.95%)
QDR90d2 12851607 96.00% 52.23% 11809853 (91.89%)
QDR90d3 12670640 95.65% 52.42% 11846391 (93.49%)




Supplementary Table S2. Primer for qPCR

Gene name

Primer (5'- 3")

Soltu.DM.01G028350-F
Soltu.DM.01G028350-R
Soltu.DM.01G046560-F
Soltu.DM.01G046560-R
Soltu.DM.02G010510-F
Soltu.DM.02G010510-R
Soltu.DM.02G010790-F
Soltu.DM.02G010790-R
Soltu.DM.02G034460-F
Soltu.DM.02G034460-R
Soltu.DM.03G016740-F
Soltu.DM.03G016740-R
Soltu.DM.03G017170-F
Soltu.DM.03G017170-R
Soltu.DM.03G020780-F
Soltu.DM.03G020780-R
Soltu.DM.04G027350-F
Soltu.DM.04G027350-R
Soltu.DM.04G037350-F
Soltu.DM.04G037350-R
Soltu.DM.06G024860-F
Soltu.DM.06G024860-R
Soltu.DM.06G031610-F
Soltu.DM.06G031610-R
Soltu.DM.06G034620-F
Soltu.DM.06G034620-R
Soltu.DM.07G014300-F
Soltu.DM.07G014300-R
Soltu.DM.09G004920-F
Soltu.DM.09G004920-R
Soltu.DM.09G020340-F
Soltu.DM.09G020340-R
actin-F

actin-R

TTGCAATGCTTGTGGGTCTG
AGCTCCAATTGATGCGTGTG
AACCGGTTCGATTGGTGTTG
TTATGCCCACCAAGTGCTTG
TGTGGCTGCTTGTTCACATG
TGCCCAGCAATTTTCCCTTC
TTTGGGATTGCTGTGCCATC
AAGCAAGCGACCATAAGC
ATTTGTTGCAGTCCGCTGAC
GGCAATCATCCTTTGTCACC
TCATGACGTGGCAGCTTTAG
AACCTCCAAGCAGAATCAGC
ACGATGGCGGATGATAATGC
AGCACAAACATCGCTCCTTC
TCAATTGCCCAAGCTTTGCC
TGGATCAGCGGTAGAGACAA
TCATTTTCGCCAGCATCAGG
TGATGAAGACACGCGAATGC
AGATCCACCTGCAGTACAGT
TGCTGCAATGACTTGAGCAC
TTGCATCAGCTGGATTGGTG
TTGCGTGTGGGAACATGATG
TGCAAATGAAGCCCATGTGG
TTGTACACTGCCGTTGTTGG
ATCCCCAATGCCTTTGTGTG
ACCTGTTGGTCCATTTGCAG
ATCCAATGTGCAGCTTGGTG
ATTGCTTCCACAGTGGCTTG
ACCAACGTCGATCGATCAAC
TATGAGGGCACACCAACAAC
TCGGTCCTTGTGTCGAATTG
TTGCTTGTCACGCCTCAATC
AGGAGCATCCTGTCCTCCTAA
CACCATCACCAGAGTCCAACA
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Supplementary Figure S2. Cluster trees for all samples in Atl (A) and Q9 (B)



Atl Scale independence

16 18 20
0 12 14
9
8
7
o™
& =
=13
—'Z’ 6
20
@
=
—“.; 5
= =2
> =3
oy 4
g
2
o
£
=
s 2
= >
S T
3
2
<
T T T T T
5 10 15 20
Soft Threshold (power)
B Q9 Scale independence
12 14 16 18 20
8 9
7
6
$ -
= S
g 5
.20
=@
=
=
=
=3
= = 4
= =
ey
=3
5
=]
P
E=
=)
2
g ¢ :
2
T T T T
5 10 15 20

Supplementary Figure S3. Determination of soft thresholds for gene co-expression networks in Atl (A)

and Q9 (B)
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A Atl Cluster Dendrogram
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Supplementary Figure S4. Gene clustering tree and module sections for gene co-expression networks in
Atl (A) and Q9 (B). The color representation module, each module with different colors, corresponds to a
branch in the gene clustering tree.
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Supplementary Figure S5. Association analysis of gene co-expression network modules with
physiological and biochemical traits in Atl (A) and Q9 (B). The horizontal axis represents different
characteristics, and the vertical axis represents the eigenvectors of individual modules. The red grid plots
have a positive correlation with the module, while the green grid plots have a negative correlation with the

module.
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Supplementary Figure S6. Correlation of MEs between different modules of the gene co-expression
networks in Atl (A) and Q9 (B)
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Supplementary Figure S7. The expression levels of all genes and the corresponding MEs in the different
modules for each sample. The above figure shows the expression level of all genes in each sample in a
module (Atl: A: brown module, B: green module, C: turquoise module, D: yellow module; Q9: E: brown
module, F: blue module, G: yellow module, H: turquoise module). The rows represent the module genes,
and the columns represent the samples. The following figure shows the ME expression level in a module
in the corresponding sample.
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Supplementary Figure S8: GO enrichment of genes in Atl (A-D) and Q9 (E-H) candidate modules.



