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Poly38R Primer Tm (centigrade) Size (bp) Average identity (%) Average coverage (%) Product size (bp) Start End
TCGAAGTACCCGTGGGAAGA 60.251 20 100 86.15

17 175 345
CTCTGATGCGCTCCTGAACA 60,108 20 99.59 §9.23
GITTCGAAGTACCCGTGGGA 59.682 20 o5 38 100

CsSSR0M01538 174 172 345
CTCTGATGUGCTCCTGAACA B0.108 20 99.59 99.23
TCEAAGTACCCGTGGGAAGA 60.251 20 100 86.15

168 175 342
TGATGCGCTCCTGAACAAGA 58678 20 100 an 46

Figure S1 Analysis of SSRs in tea plant genome. (A) SSR selection; (B) SSR statistic;
(C) Search result of specific SSRs; (D) SSR Polymorphism among 11 representative

tea plant species; and (E) Three primer pairs designed for each polymorphic SSR.
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The searched repaat sequences are listed as below:

Scaffold Repeat ID Prediction Method Class Start End Strand Target Target_start Target_end
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Figure S2 Analysis of repeat sequences in tea plant genome. (A) Annotation method,
repeat type and scaffolds selection; (B) Search result of specific repeat sequences with

download; and (C) Visualization of repeat sequences using JBrowser.
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Figure S3 Abundant and well organized functionally characterized genes of tea

plant. (A) Species and functional category selection; (B) Search result of metabolism

related genes in Camellia sinensis var. sinensis; (C) Sequence records in NCBI

nucleotide database; (D) Related reference in PubMed; and (E) Detail information of

the collected genes, particularly the representative figures of functional experiments.



! Overview

Overvew  All assemblies  Functional annotation  EST polymomhic S5R  Transcription Faclor  Map io 1ea plant genome
Overview of the currently refeased tea plant transcriptomes (as of March 28, 2018).
Bud Leat Flower Seed Stem Root

Organism Cultivar Desc
C sinanss var. assamca Yunkang 10 Dietaits
C sasangua Dotnits
C. singnsis var. sinensis  Rubcue Details
C. SiNGNSE var sensis Detaits
C sinonss var sinensis Dotails
C oledera Details
© sinenses var sinensis  JK2 Details
C. ginonsis var sinevisis  Fudingdabaicha, 03061 and Y510 Datails
C sinonss var sinensis  Huangjinys Details
C niticissima Details.
€. sinansis var sinensis  Longiing 43 Detaits
C sinongs var, sensis  Yabuktn Detaits
C SINONSIS var Snensis Detnits
C. singnsis var sinensis Details
C sinensis var snensie  Fuding Dabaicha Zhongcha 108 Details
. singnms var snensis  Longangchangye Details
C sinensis var sinensis  Anji Baicha FT0ea Details

Assemblies

E Annotation

Select species; C. sinensis var. 3s5amica cv. Yunkang 107 A

Functional annotaton of C wnsnsis var ASSAMICE 0V Yunkang 107 transcrpt is isted balow: ST Res )

Unigens ID Length... Swiss-Prot PFAM Gene Ontology KEGG
QBCACT RecName
Full=Endoglucanase
8, AltName: Full=Cal
iase 1; Shart=AGE PFOGTS9 Glycosyl h

GO 0004557 ydrala
& activiy, hydrolyzi
g O-glycosyl compa koDOS00+3.2.1.4: 5t

CoasTransD00322 1778 nd ich and sucrose
b ipnad L1, AlthName. FullsE  ydrolase famiys " e e S
T et o GO DO0SHT5 carboh labalism
ase 8, Flags: Precur Ww: M9 obokc 970
CASS
500
Mapping to tea plant genome
Mapping other transcriptome assembly
ez =3
GeneName  Species KOG PRAM cos Swiss-Prot Length (bp) Gene Ontology InterPros
KOGI145 PFOOSTH COGUIBOM] P2I381 Rechame Full=Tryplophan_tRNA ";,::I 1'?;',‘;:‘;;"\,:? it N———
Crotansbaas . ratcuier /1 CYOPHS, (RAA syt Transiation, n ¢, AtNama Fus=intorloron-ndicod proten 53; Shart=IFPS3: A RN B “;‘_‘I' i
i mic ryploph hetases of bosomal stac ItHame: Full=TryplophamylARNA syninetase, Snort=TipRS, Sh 1722 A
B a¥B12 e) izt p 5524 ATP binding, G0 0008 RNA synihel
anylENA 5 ass | (W a e and biog orf=hWRS. Contains: Recame Full=T1-TrpRS, Contains Re
. 410 1RNA ammnoacylation fo. ase, chiss lc
ynthetase nd YT eSS cName Full=T2.TrpRS' -

¥ proden b tan

GO0000166_ nucieabds bin

KOGZ145 PFO0STO  COGOTB0W) P23381 RecName Full=Tryptophan-tRNA b
ding. GO 0004812 aminoacyl IPRO02305

gase. Cyloplasmi

J] Cyloplas 1RNA synt Translaion, n . AliNeme Fullsinterferon-induced proden 53 Short=IFPS3. A
CrankTrans08 G makuani 1 7 " T P = ARNA ligase activity,GO.000 Aminoacyl1
3 mic bryptoph hatases o bosomal struc ItName. Full=TrypophanyliRNA synihelase. Short=TipRS; Sh 3058 5524 ATP binding GO 0008 RNA synthel
3864 i 3 e o4 bding, GO 0006 synthal
amyHRANA S ass | (Wa e and tiog  ort=hWRS, Contains RecName: Full=T1-TrpRS, Contains Re . 4
; b 418 1RNA smncacylation lo ase, cliss ¢
ynthotase nd ¥y oness cName Full=T2-TrpRS'

7 prodem ranstaton

Figure S4 Collection and utilization of tea plant transcriptomes. (A) Overview of
the transcriptome collection; (B) Assemblies; (C) Functional annotations, (D) EST
polymorphic SSRs, (E) EST transcription factors, and (F) Mapping the transcripts to

tea plant genome.
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Domestication Origin and Breeding History of the Tea Plant (Camellia sinensis) in China and India
Based on Nuclear Microsatellites and cpDNA Sequence Data.
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Figure S5 Rapid retrieval of tea plant germplasm information. (A) Search interface;

(B) Searched germplasms; (C) Details of the search results; and (D) Related literatures.



