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Figure S1. Schematic illustration of 3-D protein structures and the
Ramachandran plot for TaIPP proteins. (a) TaTPP proteins predicted
three-dimensional structures. N, N-terminus; Mg?, magnesium ion, C,
C-terminus; (b) The Ramachandran plot for TaTPP proteins.



arvrioa

3L EVEE IEKRT NS PV VS PLPSL AL IR FE D 2 onEagE
RasraviBUAE o
v v mugETn o s
PR o . L TR 1EnBKLUE =

L T S AN B SN

voExAANT
voEvAAwTL Ll llL

A LE A AR

REAL 18 2 R

S AVULEF I | ACSIC AT WY ECAMDAZ SO IRSE A

T
i

2 B

TaTeEL-n
1

raeelln

‘magrTVYY
lengzTvey

RerLEITICADELILE YRy
ECELEHDUCADDLELD YTt

r o
ferazaea
o

VEGIENLEESDERYER

wEGGENLEETDERTER

[

3
o s
0. ]
o

Legends
] Motif

B Domain
W 100% similarity

o
=S e . * Conserved residues
areasngy

R n e . . .

zaT0RIL D

Figure S2. Schematic representation of protein alignment of all TaTPPs.
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Figure S3. Schematic representation of TaTPP1-A side chains catalytic triads
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Figure S4. Heat map of TaTPPs transcriptions in wheat development stages.

Gene transcriptions data was collected from Genevestigator.
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Figure S5. Protein—protein interaction analysis of TaTPP proteins. Protein—

protein interaction network was produced by STRING V11.5, where each node

represents a protein and each edge represents an interaction, colored by

evidence type.
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Figure S6. Radiation tree of TaTPPs along with TPPs from other species. Os
Oryza sativa (Rice), Zm Zea mays (Maize), Hv Hordeum vulgare (Barley), Sb
Sorghum bicolor (Sorghum), Bd Brachypodium distachyon (Purple false brome), At
Arabidopsis thaliana (Arabidopsis), Vv Vitis vinifera (Grapevine), Pt Populus
trichocarpa (Black cottonwood), Gm Glycine max (Soybean), Sl Solanum
lycopersicum (Tomato), St Solanum tuberosum (Potato).



