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1. ElongatorfJB RS &

l. Enlongator ZERNARK SN BE/EEH, H6NMEEHAMREIA
KB &4, HPELP1—ELP3RELE S, ELPA-ELP6RHBIE

=9;

Il. ElongatorZ 5 &

L) abuy

2, BEAEBOBMN, tRNABH,

i i, a-tubulinZEELEE;

lll. ElongatorfESAFUIA/ETA SHIB ma N H i EE/ERH, FEit
L SCHRE BT SARIA/ETER 2 5 5 55 S It SO B B9 B o




2. Sequence Blast-ZH EEAIZE R

#1: TaELP4-7AL. TaELP4-7BL. TaELP4-7DLEEFEFF|LLXT4E R
T B FHE &R AHE /AL R g DA

Score Identity Similarity Gaps

7AL/7BL 369/385(96%) 378/385(98%) 0/385(0%)
7AL/7DL 1917 376/385(98%) 380/385(98%) 1/385(0%)
7BL/7DL 1885 370/385(96%) 375/385(97%) 1/385(0%)

#2: TaELP4-7AL. TaELP4-7BL. TaELP4-7DLZRHG X EREH x4 B

- /| MHEABRER R FE /R E R AL
TaELP4 . .o .

Score Identity Similarity Gaps

W/ V18| 5268 |1100/1158 (95.0%) | 1100/1158 (95.0%) | 0/1158 ( 0.0%)
y/\§Fp]8 5467 |1122/1158 (96.9%) | 1122/1158 (96.9%) | 3/1158 ( 0.3%)

5323 | 1106/1158 (95.5%) | 1106/1158 (95.5%) | 3/1158 ( 0.3%)
— TaELP4—7AL

—Tab'LP4—7DL

——TalLP4—7BL
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#23: TaELP4-7AL. TaELP4-7BL. TaELP4-7DL5 I ESFFAtELPAZE HJF 5 HLxt 45 B
B

TaELP4/AtELP

7AL/AtELP4

Score

MR M F /AR AR R

Identity Similarity

219/387 (56.6%) 267/387 (69.0%)

34/387 ( 8.8%)

7BL/AtELP4 1007.5

220/387 (56.8%) 269/387 (69.5%)

34/387( 8.8%)

7DL/AtELP4 1012.5

219/386 (56.7%) 267/386 (69.2%)

33/386 ( 8.5%)

blastX$¥ Z RefSeq B3 FE B YR R A .

Identlty>56%ﬂ{35$%7'jelongator complex 41

BFEHTE.
y, LR ¥ \=]

7KTEI\ T 7K EJ% %}%E

TSR E

LT H AT A

11364,

R




Bl1: MEGA6HERGRKEN (MR

XP_021674084.1 elongator complex protein 4 isoform X2 Hevea brasiliensis
XP_021624621.1 elongator complex protein 4 Manihot esculenta
XP_012087537.1 elongator complex protein 4 Jatropha curcas

XP_022132387.1 elongator complex protein 4 Momordica charantia
XP_022963340.1 elongator complex protein 4 isoform X2 Cucurhita moschata
XP_022963337.1 elongator complex protein 4 isoform X1 Cucurhita moschata
XP_010113466.1 Elongator complex protein 4 Morus notabilis

XP_021816030.1 elongator complex protein 4 isoform X1 Prunus avium
XP_021816031.1 elongator complex protein 4 isoform X2 Prunus avum
XP_007211476.1 elongator complex protein 4 isoform XL Prunus persica
XP_020411269.1 elongator complex protein 4 isoform X2 Prunus persica
XP_021295599.1 elongator complex protein 4 Herrania umbratica
XP_022742831.1 elongator complex protein 4-like isoform XL Durio zibethinus
XP_022742833.1 elongator complex protein 4-like isoform X3 Durio zibethinus
XP_015933057.1 elongator complex protein 4 isoform XL Arachis duranensis
XP_016166875.1 elongator complex protein 4 isoform XL Arachis ipaensis
XP_013443887.1 elongator complex protein Medicago truncatula
XP_020216102.1 elongator complex protein 4 Cajanus cajan

XP_014515974.1 elongator complex protein 4 isoform X1 Vigna radiata var. radiata
Q9C778.1 Elongator complex protein 4 Arabidopsis thaliana

XP_020888279.1 elongator complex protein 4 Arabidopsis lyrata subsp. lyrata
XP_021836756.1 elongator complex protein 4 Spinacia oleracea

XP_021714043.1 elongator complex protein 4-like Chenopodium quinoa
XP_011097459.1 elongator complex protein 4 Sesamum indicum
XP_022844183.1 elongator complex protein 4 isoform X1 Olea europaea var. sylvestris
XP_022844190.1 elongator complex protein 4 isoform X2 Olea europaea var. sylvestris
XP_021977674.1 elongator complex protein 4 Helianthus annuus
XP_020520905.1 elongator complex protein 4 Amborella trichopoda
XP_020681255.1 elongator complex protein 4 Dendrobium catenatum
XP_020577487.1 elongator complex protein 4 Phalaenopsis equestris
XP_020257889.1 elongator complex protein 4 Asparagus officinalis
XP_020109013.1 elongator complex protein 4 Ananas comosus

A YP_020147386.1 elongator complex protein 4 Aegilops tauschii subsp. tauschii
@ TaELP4-7DL

@ TaELP4-TAL

@ TaELP4-7BL

XP_004981599.1 elongator complex protein 4 Setaria italica

XP_004965772.1 elongator complex protein 4 Setaria italica

XP_002438727.1 elongator complex protein 4 isoform X2 Sorghum bicolor
XP_021304923.1 elongator complex protein 4 isoform XL Sorghum bicolor



"o R R R AR /AR L EE R

TaELP4/AetELP
. L Score Identity Similarity

7AL/AetELP4 373/385(97%) 379/385(98%) 1/385(0%)

7BL/AetELP4 1877 369/385(96%) 376/385(97%) 1/385(0%)

7DL/AetELP4 1917 376/384(98%) 379/384(98%) 0/384(0%)
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2. Sequence Blast-&

1. TaELPAH] =5 NN A5 (>96%) M 4itS X X H RT3 (>94%) = AR Lo

2. TaELPAS5l g FFAtELPAAEIE N69%, B R4V 4 ik B TaELPAYE B F I
BEYIH BT, IR ENFHEYEEER.

3. TaELPAS5 T TiZE AetbLPaZ[FEEE, REBRFFIMHLIE>96%, ELPATE
INEF T REF R ARTH .



3. MR- R

NCBI--PubMed—advanced—*“plant”and‘“elongator” —save—-MyNCBI—
Collections--“elongator 33 items”

E2: NCBIDXHHRERER

Collections ~| %
Collection Mame tems | Settings/Sharing Type
Favorites edit 0 L3 Private Standard
My Bibliography edit 0O ﬂ- Frivate Standard
Other Citations edit 0 £} Private Standard

33 £} Private PubMed

L]
[
=

elongator 33 items

Manage Collections =

UniProt: Elongator mediates ABA responses, oxidative stress resistance and anthocyanin
biosynthesis in Arabidopsis. 2009 Oct, Plant J
PredictProtein: The Arabidopsis ELP3/ELO3 and ELP4/ELO1 genes enhance disease resistance

in Fragaria vesca L. 2017 Dec 1, BMC Plant Biol



https://www.ncbi.nlm.nih.gov/pubmed/19500300
https://www.ncbi.nlm.nih.gov/pubmed/19500300
https://www.ncbi.nlm.nih.gov/pubmed/29191170
https://www.ncbi.nlm.nih.gov/pubmed/29191170

—1

3. H3IHRE-Uniprot

Uniprot--ELP4: 208515 8., HHSwiss-Proti:BEH]1415%,
TrEEMBLAERERI167% . EIEBEKI41%H:

R5: Swiss-Protf & 45 R
ELP1 ELP2 ELP3 ELP4 ELP5 ELP6




3\ J,

5T i & -Uniprot

x6: L2EFAFYMHRELPARHER

10

11

12

Entry name gene names organism FELLLFR length
ELP4_HUMAN |  ELP4 C11orf19,PAXNEB Homo sapiens A% Human 424
ELP4 ELO1], . . . \

ELP4_ARATH At3g11220,F1189.14 Arabidopsis thaliana E NS Mouse-ear cress 355

ELP4_YEAST ELP4 HAP1, TOT7,YPL101W Saccharomyces cerevisiae BRI B2 R Baker's yeast 456

ELP4_DICDI Elp4 DDB_G0278783 Dictyostelium discoideum KLV Slime mold 439

elp4 si:dkey-157g7.1, . . .

ELP4_DANRE 26¢:112389 Danio rerio & Zebrafish 397

ELP4_SCHPO Elp4 SPCC11E10.06¢ Sc"”“:;‘;:z?myces BB % R} Fission yeast 361

ELP4_MOUSE Elp4 Paxneb Mus musculus /NER Mouse 422

ELP4_DROME CG6907 Drosophila melanogaster i Fruit fly 437

ELP4_BOVIN ELP4 Bos taurus L2 Bovine 423

ELP4_CAEEL elpc-4 C26B2.6 Caenorhabditis elegans | BTF&AFL Cae:f;:::sd't's 334
P Caenorhabditis

ELP4_CAEBR elpc-4 CBG17740 Caenorhabditis briggsae Raffak & briggsae 333
. , African clawed

ELP4_XENLA elpa Xenopus laevis JEI TCkE frog 408




3. WFEERE-Uniprot

E3: RAREMEE

Q202884 ELP4_YEAST
QIUSP1 ELPE_SCHPO
| Q9C778 ELP4 _ARATH

I —I1aELP4-7TBL

TaELP4-TAL
LI_EKF' 0201473861
TaELP4-TDL
| QE4XS0 ELP4_DICDI
' Q566Y1 ELP4 DANRE

Q5XG58 ELP4_XENLA
I Q9ERT3 ELP4 MOUSE

L QIEEBT ELP4_HUMAN

Q2TBHE ELP4_BOVIN




3. HFIHERE-Uniprot

F7: UniProtPAtELPA/AtELOIE HE R

AtELOLZRNAR A BRIE M E S — NS, IEHE S A RRNAR SN Z BB EFH 5,
S5 FEM. MELOLERBIFHARSINSERERE, WS SHEANAEREIE. it
%M?§§%Mﬁ§5ﬁ¥%ﬁﬂ%ﬁiﬁa%E&%%%ﬂﬁﬁ%%ﬁm,ﬁﬁﬁw%ﬁﬁ%,
HEEHF B,

PRl

. 440 fifd % fir. B FF F AR O R A A M

G SIS LR FERR R AR M. 2L 4. T . AR, RIYIM. R, HFPRE.

po RNAR S EFIEHE &%) (elongator) H6NMIEIEARL, ELP1/ELO2, ELP2,ELP3/ELO3, ELP4/ELO1,
SIS AR ELP5, ELP6, ELP45ELP6E{E, HFP-loop_NTPase.

s - ABA. AKRBWMENESHE, HEOHI/MHAZEL, FURBETFHEREERE, AWHAH. o
WL e 2 BN . BN,

H 20 o s R D A T L S e D 2 B B KIR R AE KB, M TFIRAKSEEIR 3. R
RAHRRE BEWR BEALHRR 0 R S A A ARG, R T EER A EAE K ABAR BERUR .. X HEZBN T
KIEMAERTL, FREEFRMEDEESERIETRETHER, REEFTR.

"The elongata mutants identify a functional Elongator complex in plants with a role in cell
proliferation during organ growth."Nelissen H., Fleury D., Bruno L., Robles P., de Veylder L., Traas J.,
Micol J., Van Montagu M., Inze D., Van Lijsebettens M.,Proc. Natl. Acad. Sci. U.S.A. 102:7754-
7759(2005) [PubMed]

- "Cytological investigations of the Arabidopsis thaliana elol mutant give new insights into leaf
lateral growth and Elongator function."Falcone A., Nelissen H., Fleury D., Van Lijsebettens M., Bitonti
M.B.,Ann. Bot. 100:261-270(2007) [PubMed]

- "Elongator mediates ABA responses, oxidative stress resistance and anthocyanin biosynthesis in
Arabidopsis."Zhou X., Hua D., Chen Z., Zhou Z., Gong Z.,Plant J. 60:79-90(2009) [PubMed]

"Plant Elongator regulates auxin-related genes during RNA polymerase Il transcription
elongation."Nelissen H., De Groeve S., Fleury D., Neyt P., Bruno L., Bitonti M.B., Vandenbussche F.,
Van der Straeten D., Yamaguchi T., Tsukaya H., Witters E., De Jaeger G., Houben A., Van Lijsebettens
M.,Proc. Natl. Acad. Sci. U.S.A. 107:1678-1683(2010) [PubMed]



http://www.uniprot.org/uniprot/?query=author:"Nelissen+H."
http://www.uniprot.org/uniprot/?query=author:"Fleury+D."
http://www.uniprot.org/uniprot/?query=author:"Bruno+L."
http://www.uniprot.org/uniprot/?query=author:"Robles+P."
http://www.uniprot.org/uniprot/?query=author:"de+Veylder+L."
http://www.uniprot.org/uniprot/?query=author:"Traas+J."
http://www.uniprot.org/uniprot/?query=author:"Micol+J."
http://www.uniprot.org/uniprot/?query=author:"Van+Montagu+M."
http://www.uniprot.org/uniprot/?query=author:"Inze+D."
http://www.uniprot.org/uniprot/?query=author:"Van+Lijsebettens+M."
http://dx.doi.org/10.1073/pnas.0502600102
https://www.ncbi.nlm.nih.gov/pubmed/15894610
http://www.uniprot.org/uniprot/?query=author:"Falcone+A."
http://www.uniprot.org/uniprot/?query=author:"Nelissen+H."
http://www.uniprot.org/uniprot/?query=author:"Fleury+D."
http://www.uniprot.org/uniprot/?query=author:"Van+Lijsebettens+M."
http://www.uniprot.org/uniprot/?query=author:"Bitonti+M.B."
http://dx.doi.org/10.1093/aob/mcm102
https://www.ncbi.nlm.nih.gov/pubmed/17565971
http://www.uniprot.org/uniprot/?query=author:"Zhou+X."
http://www.uniprot.org/uniprot/?query=author:"Hua+D."
http://www.uniprot.org/uniprot/?query=author:"Chen+Z."
http://www.uniprot.org/uniprot/?query=author:"Zhou+Z."
http://www.uniprot.org/uniprot/?query=author:"Gong+Z."
http://dx.doi.org/10.1111/j.1365-313X.2009.03931.x
https://www.ncbi.nlm.nih.gov/pubmed/19500300
http://www.uniprot.org/uniprot/?query=author:"Nelissen+H."
http://www.uniprot.org/uniprot/?query=author:"De+Groeve+S."
http://www.uniprot.org/uniprot/?query=author:"Fleury+D."
http://www.uniprot.org/uniprot/?query=author:"Neyt+P."
http://www.uniprot.org/uniprot/?query=author:"Bruno+L."
http://www.uniprot.org/uniprot/?query=author:"Bitonti+M.B."
http://www.uniprot.org/uniprot/?query=author:"Vandenbussche+F."
http://www.uniprot.org/uniprot/?query=author:"Van+der+Straeten+D."
http://www.uniprot.org/uniprot/?query=author:"Yamaguchi+T."
http://www.uniprot.org/uniprot/?query=author:"Tsukaya+H."
http://www.uniprot.org/uniprot/?query=author:"Witters+E."
http://www.uniprot.org/uniprot/?query=author:"De+Jaeger+G."
http://www.uniprot.org/uniprot/?query=author:"Houben+A."
http://www.uniprot.org/uniprot/?query=author:"Van+Lijsebettens+M."
http://dx.doi.org/10.1073/pnas.0913559107
https://www.ncbi.nlm.nih.gov/pubmed/20080602
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BR (brassinosteroid) Z ik  Cytoplasm 6 -— ® b /ﬁ%\
—AESRT, AT % Cog e
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Source: Brassinosteroid Signaling Network and Regulation of Photomorphogenesis.
Zhi-Yong Wang, et al.
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Zm00001d006677 | 2:214087828-214088260 81 2177 79.0
Zm00001d021927 | 7:165997700-165998134 81 275 77.8
Zm00001d046305 | 9:79549780-79551474 75 262 84.0
Zm00001d039439 3:4458916-4460193 72 242 80.6
Zm00001d027587 1:8496735-8496935 67 210 79.1
Zm00001d016231 | 5:151406064-151407020 75 190 66.7
Zm00001d053543 | 4:233529221-233529750 95 189 63.6
Zm00001d039635 3:9812591-9812728 46 147 58.7

ABZRI1Z KB 5 9| 3 &% TR 8532 % : Gramene
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