Supplementary File (Figures S1-S7)
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Figure S1. The phylogenetic dendrogram of Galanthus nivalis agglutinin (PF01453) family members of A. thaliana (gene
names are given in black font) and Z. mays (gene names are given in blue font). The different colored dots next to Z.
mays gene names indicate genes with different expression patterns: white are genes with no expression (TGR value less
than 16 in all samples) in studied zones of maize root; grey are genes with TGR value less than 100; red are genes from
I cluster, the expression decreased from the zones of meristem and root cap to the late elongation; yellow are genes
from II cluster, the expression peak was at the initiation of cell elongation; blue are genes from III cluster, they showed
a high expression from the initiation to late cell elongation; purple are genes from IV cluster, the expression increased
in the root cap and also raised from the meristem zone to the late elongation; green are genes from V cluster, the

expression raised to the late elongation. Only branches with the ultrafast bootstrap support values more than 90 are
shown.
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Figure S2. The phylogenetic dendrogram of hevein (PF00187) lectin family members of A. thaliana (gene names are
given in black font) and Z. mays (gene names are given in blue font). The different colored dots next to Z. mays gene
names indicate genes with different expression patterns: white are genes with no expression (TGR value less than 16
in all samples) in studied zones of maize root; grey are genes with TGR value less than 100; red are genes from I cluster,
the expression decreased from the zones of meristem and root cap to the late elongation; yellow are genes from II
cluster, the expression peak was at the initiation of cell elongation; blue are genes from III cluster, they showed a high
expression from the start to the late elongation; purple are genes from IV cluster, the expression increased in the root

cap and also raised from the meristem zone to the late elongation; green are genes from V cluster, the expression raised
to the late elongation. Only branches with the ultrafast bootstrap support values more than 90 are shown.



a genes Cladg

I

» —_— H
.
@ G e 3 23 Maize gq
TGR<100 3 09 - -
~ ® ©
v g 4% . O ~ s
(O Not expressed (TGR<16) s n 2 %%3\,—“5 i se@0 ~ C‘/(9
[ e Ealals] PTET &
RS Yoy hiae:  azbs £ §f NS
Cluster | genes / A %% 8hdik 2E3s 583 o)
0, EXAREAY ) &8ss g F S
) % 2 2w &
S S 2 A 338 £s8 3 N
(O Cluster Il genes / e T “wl Resd 55 @0 0g &
o PN 9EEF 145 SFOrsg
O Cluster Il genes “’f‘eej,;,% N R W ] a0 fead S \
RINGH “ 53 ) s RS /@
A, a0, K B\ W I SS&SEF
@ Cluster IV genes [ ’%%;éfg%o N w, Iy g & O o \
St t15 CLH oS o)
SN N W, o &
(& 802 T, \Y I Y
@ Cluster V genes | anSong, “%ﬁfk,"?,\f’\ N A & 500 o
060375 COpp 17367 S, NN ® O T 18
AT;G LEC’%("?;?&W\"-\% 13‘-‘“““15““:0 m:n““&“:a O \
ATscangr 20 P In) e E\%ﬁ«ﬂ“’gaa‘! .O
| ATSGogsECRK e, o =, TroenteY oz
280 LEgpl ™ = - 0001 @
LT —E e T 0001d01 o O |
o 2 00001d0373
\ ATSG59260 LECR) 4 “en Zm00001d045838
AT5G59270 = 5= = L z.znogongaumoug @ |
=" Zmo001d
"-..Z"zmunomosaszzu 22373 @
"‘900"1"0243374 ®
/
-.""_:-
- - »
- A‘racs a7¢ﬂ3p7
- 5550 59
<mg, LEgy 8] g
X h.‘ o a3, Rhsg | >—<-
- 87
-~ (@]
T N 03]
Zm00001d051615 == == - W 8T
-8 500014050829 =_ === X rstesy, Q.
- @ Zmzmouoo‘ldm?ﬁz s = - 4’3‘;‘30?340 /
000140% 075360, E0s, )
- o* NN %o, Lep Ty, -~
~ [N L& "8y M2 -QJ
g z=2 N ooy &
W 4
- P > 3
© > 7
/ - ot “57_90 o 7 \\\\ ‘v,; R Srs. fD
24 = - 00 & - o Ny G % Ty >~
00d0® 5 - oY & S - \\\ g, <%, [ -~
20 d“olw 500 /] IS % %, %,
\ e W WA VN, %, S/
7 ‘7,
o PR [ N0, %
o 7 2.%;
s / Lo 7% By, Y, )
~ .1}‘\ '5’15’53;:‘(’%” ,‘9,' ‘Y I“ il 7“:}%5 v ; QQ,
o Ay
~ @,@:';“o-:@':, w"’é\:?&h’ II 1 te U G:)»%&a%@ go
o o SN 3 v - <, R
- 2> “$15°@§§P § ga@g'ﬁ\’; o -!5 1 ® /?f»é ' (\%
W RN $t - @ ks X
~ 0070 & S SE & S b
o § &~ e 82 &5 )
~ ¥o' @ £3 555 B3 AN
~ @ TogsF ogEEail P 2
S S8 S8 » N N
= i~ £ = 2
~ é’g 8§ &5 g® 3% l‘\ (¢,
TR M Tpo@ < 3% \ \
/,\' £ A g g W
@O, ~ < 5 2 ' LEETR
~ 2 = 5
Ch, 20 may
~ S 0u2 %
(&} / 283V %
~ E
%
~ - T %

Figure S3. The phylogenetic dendrogram of legume (PF00139) lectin family members of A. thaliana (gene names are
given in black font) and Z. mays (gene names are given in blue font). The different colored dots next to Z. mays gene
names indicate genes with different expression patterns: white are genes with no expression (TGR value less than 16
in all samples) in studied zones of maize root; grey are genes with TGR value less than 100; red are genes from I cluster,
the expression decreased from the zones of meristem and root cap to the late elongation; yellow are genes from II
cluster, the expression peak was at the initiation of cell elongation; blue are genes from III cluster, they showed a high
expression from the start to the late elongation; purple are genes from IV cluster, the expression increased in the root
cap and also raised from the meristem zone to the late elongation; green are genes from V cluster, the expression raised
to the late elongation. Only branches with the ultrafast bootstrap support values more than 90 are showed.



Figure S4. The phylogenetic dendrogram of legume (PF00139) lectin family members of A. thaliana (gene names are
given in black font), Z. mays (gene names are given in blue font), G. max (gene names are given in red font) and O. sativa
(gene names are given in green font). Only branches with the ultrafast bootstrap support values more than 70 are
shown. Multiple alignment for phylogenetic analysis was provided using The Guidance2 server, and resulted
Robinson-Foulds distance between ML tree and consensus tree was equal to 6.
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Figure S5. The phylogenetic dendrogram of LysM (PF01476) lectin family members of A. thaliana (gene names are given
in black font), Z. mays (gene names are given in blue font) and G. max (gene names are given in red font). The different
colored dots next to Z. mays gene names indicate genes with different expression patterns: white are genes with no
expression (TGR value less than 16 in all samples) in studied zones of maize root; grey are genes with TGR value less
than 100; red are genes from I cluster, the expression decreased from the zones of meristem and root cap to the late
elongation; yellow are genes from II cluster, the expression peak was at the initiation of cell elongation; blue are genes
from III cluster, they showed a high expression from the start to the late elongation; purple are genes from IV cluster,
the expression increased in the root cap and also raised from the meristem zone to the late elongation; green are genes
from V cluster, the expression raised to the late elongation. Only branches with the ultrafast bootstrap support values

more than 90 are shown.
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Figure S6. The phylogenetic dendrogram of malectin-like (PF12819) family members of A. thaliana (gene names are
given in black font), Z. mays (gene names are given in blue font), L. usitatissimum (gene names are given in cyan font)
and O. sativa (gene names are given in green font. Only branches with the ultrafast bootstrap support values more than
85 are shown. The subclade containing FER of A. thaliana and its homologues from other species is highlighted in gray.
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Figure S7. The phylogenetic dendrogram of Nictaba (PF14299) lectin family members of A. thaliana (gene names are
given in black font), Z. mays (gene names are given in blue font), O. sativa (gene names are given in green font) and L.
usitatissimum (gene names are given in cyan font). The different colored dots next to Z. mays gene names indicate genes
with different expression patterns: white are genes with no expression (TGR value less than 16 in all samples) in studied
zones of maize root; grey are genes with TGR value less than 100; red are genes from I cluster, the expression decreased
from the zones of meristem and root cap to the late elongation; yellow are genes from II cluster, the expression peak
was at the initiation of cell elongation; blue are genes from III cluster, they showed a high expression from the start to
the late elongation; purple are genes from IV cluster, the expression increased in the root cap and also raised from the
meristem zone to the late elongation; green are genes from V cluster, the expression raised to the late elongation. Only
branches with the ultrafast bootstrap support values more than 90 are shown.



