Supplementary materials

The number of SNPs within 1Mb window size
OMb TMb 14Mb 20Mb 27Mb 34Mb 41Mb 47Mb 54Mb 61Mb

<IN W

- Il 1 I .

- IET TEVETEN DO
<l I Wl E i
<1 W I Ty
- 110 I 755
= 1 I e
«JHIN & 0 11108 I;gf;gs
- 0T NN T - ety

>23345
Figure S1. The number of SNPs in chromosomes within 1Mb window size.
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Figure S2. The topological matrix and hierarchical clustering tree of WGCNA.



(a) Relationship between BGLU Expression and magnitude of plant height (L1_L16 VS L10) {b) Relationship between BGLU Expression and magnitude of plant height (L11_L16 VS L10)
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Figure S3. Correlation coefficient analysis between plant traits and BGLU31 expression. (a)
Relationship between BGLU Expression and magnitude of plant height (L1 L16 VS L10). (b)
Relationship between BGLU Expression and magnitude of plant height (L11_L16 VS L10). (¢)
Relationship between BGLU Expression and magnitude of IAA content (L1 _L16 VS L10). (d)

Relationship between BGLU Expression and magnitude of IAA content (L11_L16 VS L10).



CLUSTAL 0(1.2.4) mulliple sequence alignment

CdABGLU%| this SREASALTRLDFPAGFVFGAG 5l
BAHOO605. 1/ 0sBGL3 1 AAGTTRADFPPEFTFGAG A7
QoJoG1 ASALTRHDFPEGFVFGAG! 48
QOJ0G2 DASALTRHDFPEGFVFGAGTSA 48

XP_015612589. 1 |0sBLGU32-1ike — DASALTRHDFPEGFVFGAG
NP_001183742. 1[ZmBGLU31-1{ke GAVTRADFPAGFVFGVG
PWZ15718. 1 ZmBGLT31 WWFRK \LFF PT AELSY SGAVTRADFPAGFYFGVG

TSA 48
60
53

P14228 WKL SNSLMFLPLLALALTAVSSLEYSRNDFPPGFYFGSGTSA 43
A e
CABGLU#| this FQVEGAAAEDGREPSVEDTFTHAGVSYDGSTADVS ADEYHHYKEDVELMHEMGLDAYRFS 11
BAHOOG0G. 1/ 0sRBGL31 YQVEGAFAEDGREPSTWNTFSHSGYSVDGATGD 107
QOT0G1 FQVEGAAAEDGREPS TWDTFINQGVUPDGSNAD 108
Q07062 FQVEGAAAEDGREPS TWDTETHQGVSPGGATAD 108
XP_015612589. 1]0sBLGU3Z-1 ike FAVEGAAAEDGREPSTWDTFTHQGVSPGGATAD 108
NP_001183742. 1|ZmRBGLU31-1ike YQVEGAVAEDGREPSTWDTFTHEGVSLONATGDY¥TADQYHKYKD 120
PWZIR718. 1 ZmBGLU31 YQVEGAVADDGREPS THNTFTHEGYSLONATGDYTADQYHKYKDDVKIL 113
P14228 YQVEGAADEDGRTPS THDVFAHAGHS-GVAAGNVACDQYHKYKE IMND“F[P\\RPQ 102
B R LT DL sr Rk DRk kR kR
CABGLU*| this TAWPRLIPDGRGEINPKGLEYYNNLIDELTLHGIEPHAT IYHEDLIQVLGDEYSGLLSPR 171
BAHO0605. 1| 0sBGL31 TSWSRLIPDGRGAVNPKGLEYYNNLIDELLSHGIQPHVT IYHFDFPQALQDEYNGILSPR 167
Q0J0G1 AFPRLTIPDGRGETNPRGLEYYNNLTDELTMHGTQPHYTTYHFDLPQALQDEYGGTLSPR 168
Qo.JoG2 AWPRLTIPDGRGETNPKGLEYYNNLTDELTMHGTQPHVT IYHFDLPQALODEYGGTLSPR 168

KP_015612589. 1]0sBLGU32-1ike TAWFRLIPDGRGETINPKGLEYYNNLIDELTMHGTQPHVTIYHFDLPQALGDEYGGTLSPR 163
NP_001183742. 1| ZmBCLUR1-1ike TAWPRLIPDGRGAVNPKGLEYYNNLIDELLSYGIQPHVTIYHFDFPQALQDEYSGLISIR 180

PWZI5718. 1/ZmBGLU31 TARPRLIT ' TQPHVT IYHFDFPQALQDEYSGLISPR 1419
P14228 TSWSRLLPSGRGPTNPKGLQYYNNLIDELTTHGTQPHVTLHHFDLPQALEDEYGGWLSQE 162
sk kR R RR KD DRk DR RO R F
CdABGLU*| this FIEDYVAFANVCFHNFGDRVKHWY TVNEPNIETIGGYDVGAQPPRRCSYPFGE-NCTAGN 230
BAHO0605. 1 0sBGL31 FVEDFTAYADVCFENFGDRVEH NEPNTEPTGGYDQGILPPRRCSFPFGVLSCDNGN 227
Q0JOG1 FIEDYSAYAEVCFENFGDRYKHWATFNQPNIEPIGGEDAGDRPPRRCSYPFGT-NCTGGD 227
QUJOG2 FIEDYTAYAEYCEENFGDRYKHWY EPNIEPIGGYDAGVQPPRRCSYPFG 227
P 015612589, 1]0sBLG like FIEDYTAYAEYCFENFGDRVEHWYTVNEPNIEPIGGYDAGVQPPRRCSYPFGT NCTGGD 227
NP 001183742, 1| ZmBCLU31-like FIEDFTAYADYCFSNFCDRVEYWSTVNEPNVETICGYDQGILPPRRCSFPFGE-GCEECN 239
PWZ15718. 1 |ZmBGLL31 FIEDFTAYADVCESNFGDRVEYWSTVNEPNVETIGGYDQGILPPRRCSFPFGE-GCEEGN 208
pP14228 IVRDFTAYADTCEREFGDRYSIWTTINEVNVEALGGYDQG ITPPARCSPPIGL-NCTKGN 221
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CdBGLU*| this SSTEPY IAAHHLLLAHAAAYSLYRDKYKG 259

BAHOO605. 1/0sBGL31 STTEPY IVAHHLLLAHSSAYSLYREKYQAT-— 261
Q0JOG1 EPY IVAHHLLLAHAS LYRQKYQAL— 261
Q0.J0G2 EPYIVAHHLLLAHASAVSIYRQKYQAT WGGRIGT 264
AP 015612589, 1]0sBLOU32- Like EPYIVALILLLAIASAVS IYRQEYQAL WCGRIGL 264
NP 001183742, 1] ZmBCLU3L Like EPYVAALILLLAIASAVSLYRDRYQAA QGGRIGL 276
PWZ15718. 1/ ZmBCLL3L STTEPYVAAUNLLLAIASAYSLYRDRY QAL QGGRIGL 245
r14228 SSLEPY LAVHNMLLANASATILYKQQYKYLLSASLPSSICIALCYVLFITQYKQUGSYGL 281
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CdBGLU*| this

BAHOOBO5. 1| 0sB6L31 TLLGWWY EPCTUDPEDVAAAARMNDEHLGWYMHIPLY YGDYPPYMRKNVOSRLESI
Q0J061 TLMVRWILEPY TDKTADARAA LRMNEFILLGWILIPLVIGDYPPYURSR
00062 TLLGWWYEPYTDAVADAAAA LRMNEFILLGWIMNPLVIGDYPPYURSR
XP 015612589, 1] 0sBLGUSZ Like TLLGWWYEPYTDAVADAAAALRMNEFILLGWIMNPLYIGDYPPYURSR
NP_001183742. 1| ZmBGLUSL-Like TLLGWWYEPGTQTPDDVAAAARMNDELLGKIMUPYVIGDYPPYYRRN
PWZ15718, || ZmBGLUSL TLLGWWYEPGTUTPDDVAAAARMNDELLLGWIMIPUVEGDYPPYURRN
plages SYYTYGAVPLTNSYKDKQATARVNDEY LW LLHPLVEGDYPLTMKTNYGSRLEAFTL

CABGLU#*| this

BANOOG0S, 11 0sBGLIL KR\LLK\U[\LJ\HY\AILVR\ULBhLDQbLhD\HGD\\\h\DL KSANEIPLG-LTS 383
QoJoGl1 Y 1
QoJoG2

XP_015612589, 1| 0sBLGU3Z Like

NP_001183742. 1] ZmBGLUS 1~ 1ike
PWZ15718. 1/ ZmBCLLU3L
P14228 EQVKGAFDEYGY INYMALYVKDNSSSLKPNLQDENTD LAVEMTLY - ~GNISIE 392

CdBGLU*| this CLESPPRALGKLLDULKLKYENPLVE LIENGAGEAPDPPGALYYDDEFRSEMLQDYLEY 318
BAHOOG05, L/ 0sBCGLIL TSTPHALKKMLNHLQEKYKNP IVMLHENGAAGQPDPSGONTYDDDFRSQYLQDY LEA 443
QoJocl ENIQCHSWSLGKVLNHLKLEYGNPPYMLIENGYSDSPDIFGKINYNDDIRSAFLQGYLEA
Q0J0G2 EHYQLIPWALGKMLUNLKLKYGNPPYMLHENGDADSPETPGK IDYDDDIRSDELQS YL
XP_ 015612589, 1 0sBLGU32-Like DHYQLHPWALGKMLUILKLKYGNPPVMLHENGDADSPETPGK IDYDDDFRSDILQSY
NP 001183742, || ZmBGLU3L-Like

P T8, | ZmBGLUSL
P14228

SLVDTTRVEYLS
* &

DMKAAARTRYVRSSARFYAGFL 378
DFASPERTRYQRUSARFYAGFL. 503
DFTAAARTRYLENSARWYSGFL

CABGLU%| this
BAHOO605. 1/ 0sRGL31 STRRNGSNVAGY!
QOJ0G1 LYLSVRNGSNTRGY!
QO0T0G2 LHLSTRNGSNTRGY!
XP_015612589. 1[0sBLGU32-11ke LHLSTRNGSNTRGY
NP_00T183742. 1[ZmRGLU3T-1ike STRNGSNVAGYFVESFLDVFEVLFGYRLRF
PWZIB718. 1 ZmBGLU31 ————=-NGENYAGYFVESFLOVFEYL.FGYRLRFG EFNSTARTRYQRHS
r14228 \IHQIRKFQDVRF\FQWQTVDVFFIFCFVFRQFCITV\UFKDPQIRR\PKIQ\HW

HSFLDVFEYLFGYRLRFG
SMFDMFEFLYGYRLRFGLC
SLIDGFEFLSGYGNRFGLC
FSLLDGFEFLSGYGNRFGI

B N A T . D owE;
CABGLU*| this RCGELRPPAFRPDNRSYVADE 389
BAHO0605. 1| 0sBGL31 RGGLLRPAAAALALL(A\SQ* 523
Q0JOG1 RGGELRPEKSYATL - 503
QOJoG2 NGGELRPVKPFVAL 308
KPP 015612589, 1|0sBLCU32-1ike NGGELRPVKPFVAL—— 308

NP 001183742, 1] ZmBGLU3L Like RGGELRPVALP- - DGAYSQ- 533

PWZL5718. 1| ZmBGLUL RGGELRPVALP-—-DGAYSQ- 486

p14228 KGTLUIPSYASS 320
L

analysis of BGLU gene from different plants.
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Table S1. Geographical locations, plant height and IAA content of diverse

bermudagrass
Region Latitude Sample HT TAA
22°35'40" L1 20.43 266.92438
22°51'48" L2 17.49 244.04445
o 24°10'31" L3 20.76 171.6514
§ 25°05'29" L4 18.64 190.29881
§ 26°03'49" L5 18.58 181.54994
% 27°00'59" L6 17.01 281.34448
:-; 28°09'14" L7 16.42 235.61128
@ 29°28'32" LS8 13.36 390.85805
30°25'48" L9 12.16 488.7188
31°18'59" L10 7.72 609.71927
o 32°08'38" L11 14.87 300.4336
E 33°09'47" L12 17.03 276.79077
E 34°00'30" L13 2127 275.84688
2 34°54'04" L14 22.84  239.66685
2 | 352026 LIS 2192 405.10552
= 36°18'40" L16 24.79 324.74452
E Total 0.156 0.410
'S region Li1-L16
% Subtropics  L1-L10 -0.890 0.792
© Mesotherm L11-L16 0.957 0.387




Table S2. Detailed data of GO analysis result of DEGs.

GO ID Description DEGs  All Gene pvalue p.adjust
single-organism metabolic

G0:0044710 390 2070 1.07E-07 0.0001002
process

GO:0055114  oxidation-reduction process 221 1167 0.0001239  0.0165487
organic hydroxy compound

GO:1901615 . 8 12 8.04E-05 0.0150624
metabolic process

GO:0006082 organic acid metabolic process 70 307 0.0002416  0.0208166

G0:0043436 oxoacid metabolic process 70 306 0.000218 0.0208166
carboxylic acid metabolic

G0:0019752 70 300 0.0001155  0.0165487
process
small molecule metabolic

G0:0044281 106 452 1.55E-06 0.0007257
process
cellular amino acid metabolic

G0:0006520 43 153 2.97E-05 0.0092672
process

G0:0043038 amino acid activation 21 66 0.000546 0.0283608

GO0:0006334 nucleosome assembly 10 20 0.0002822  0.0208166

GO0:0006323 DNA packaging 10 21 0.0004655  0.0272037
protein-DNA complex subunit

GO:0071824 . 11 23 0.0002299  0.0208166
organization

GO0:0031497 chromatin assembly 10 20 0.0002822  0.0208166

GO0:0006334 nucleosome assembly 10 20 0.0002822  0.0208166

GO0:0034728 nucleosome organization 11 21 8.05E-05 0.0150624

GO:0006066 alcohol metabolic process 7 11 0.0003562  0.023791
organic hydroxy compound

GO:1901615 . 8 12 8.04E-05 0.0150624
metabolic process

GO:0003824  catalytic activity 1005 6224 1.70E-06 0.0009385

GO0:0048037 cofactor binding 78 339 2.52E-05 0.0057297

GO0:0050662 coenzyme binding 61 250 3.11E-05 0.0057297




Table S3. Phenotypic characterizations of bg/u ] mutant and wild type of Arabidopsis

WT M1 M2
Height of rosette 1.99+0.09 1.81+0.05 1.63+0.04
Diameter of rosette 5.26+0.03 4.73+0.05 3.12+0.07
Plant Height 16.38+0.55 7.57+0.24 9.75+0.12




