()

1 304
C2H2-ZF domain EAR mptif
109 131 299

(b)

C2M2-ZF domain EAR motif
XP 037441652.1 ..EGHYECRNEPTSPABGGHONAHKRERQHAK 139..SSQHEAAR-HGGEAAENRANVSLDLTL 304

XP_020188179.
XP_044946812.

..ECHYCCRNEPTSPAERGEHONAHKRERQHAK 13
..ECHYCCRNEPTsPARGEHONAHKRERQHAK
XP_047052446. ..ECHYCCRNEPTSQALGGHONNHKRERQHAK
XP 051187993. ..ECHYECRNEPTsPARGEHONAHKRERQHAK
ONM22233.1 ..ECHYCRRNEPTSPARGEHONAHKRERQHAK
XP_003576583. ..ECHYCCRNEPTsPABEEHONAHKRERQHAK
XP_0403837/28. ..ECHYCCRNEPTsPARGEHONAHKRERQHAK
XP 025803051. ~EEHYCCRNEPTS QARGGHONAHKRIERQIAK
XP_004956955. ..EEHYECRNEDPTSPARGEHONAHKRERQHAK
XP_052168579. ..ECHYECRNEPTsPABEEHONAHKRERQHAK SOHHHERRRLGDLAEINRENVSLDLTL 318
XP_015611377. ..ECHYCCRNEPTsPAREEHONAHKRERQHAK ..SOHHHERRRLGDLAEINRENVSLDLTL 319
XP 034599330. EGHYECRNEPTSPARGEHONAHKRERQHAK 146..SSASPHKR———PAPPERKENVSLDLST 309
XP 009417832. .ECHYCCRKEPTSQALGEHONAHKRERQHAK 122..SSSLASQKDQGGLDSASKNGLSLDLRL, 275

QHEAAR-HGGEAAENRANVSLDLTL 299
SQHEAVR-HGGEAAEKRANVSLDLTL, 300
QHEAVR-HGGDANADNRANVSLDLTL 296
QHEAVR-HGGDAADNRANVSLDLTL, 296
SRHQPRR-——AGAAENRENVSLDLTL 289
HEARH-GAGDAAEKRANVSLDLTL 311
OHHHEPR-LGDIAEINRENVSLDLTL 310
IERRR===GDAAENRENVSEDEEL 295
OHERRR-—-—-GDAAGNRENVSLDLTL 295
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Fig. S1 Sequence analysis of TaZFP8. (a) Schematic diagram of TaZFP8 protein structure. (b)
Sequence alignment of TaZFP8 with other C2H2-type ZFPs. The sequences were aligned with
DNAMAN software. C2H2-ZF domain (gray), QALGGH conserved motif (green), and EAR
motif (blue). (¢) Phylogenetic analysis of TaZFP8. Different C2H2-ZFs from 7. aestivum (Ta), T.
dicoccoides (Td), Hordeum vulgare (Hv), Zea mays (Zm), Oryza sativa (Os), Setaria italica (Si),
Aegilops tauschii (Att), Arabidopsis thaliana (At), Solanum tuberosum (St), Nicotiana
benthamiana (Nb) and Vitis vinifera (Vv) were used for the phylogenetic analyses using
MEGALL.



