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Sequence and function analysis of tea MRLK gene
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o BHlcdsEHHIZREEFIERFIFIREL (Tea Plant Information Archive(TPIA): A comprehensive

knowledge database for tea plant.)
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#+ Home @ Gene Annotation ~ Genome Browser ~ Transcriptome ~ X Metabolism~ # Variation e Tools~ & Download = Help~

Blast Search
If you use the data from this site, please Kindly cite us following: X9 Publmed
Gene ID Convert

Welcome to Tea Plant Information Archive 2.0 —_—

Tea is among the three most widely consumed non-alcohol beverage worldwide. We here \ Genome Synteny

constructed a web-accessible Tea Plant Information Archive (TPIA). The updated release of TPIA i<~3 Orthologous Groups
includes 10 published genomes from cultivated and wild tea plants (C. sinensis, C. oleifera, C. M Correlation Analysis
lanceoleosa, , and C. chekiangoleosa), gene expression across 13 tissues and & stresses, P’ Enrichment Analysis
transcriptomes of 176 samples (116 of them are newly published) from 136 Camellia species, ' ‘t' Bt Ratiove Bt

variations of 350 tea accessions, 21 components in 2 major categories of metabolites (catechins,

.7 ORF Finder

theanine, and caffeine) from two cultivated tea plants and 136 Camellia species, DNA methylome

Primer Design -
of 15 samples from normal tea leaves and stress treatments, collinear blocks and orthologous Loogjiagd
: PolySSR Discovery

genes between 10 genomes as well as gene functional annotations of 10 genomes. A variety of

useful and flexible tools, such as BLAST, Gene ID Convert, KEGG/GO Enrichment, Population

Genetic Analysis, Correlation Analysis, and Primer Design, were also specially designed for


https://tpia.teaplants.cn/
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Expasy - ProtParam

Number of amino acids:

Molecular weight: 30254. 50

Theoretical pI: 7.00

Amino acid composition: | CSV format

Ala (4) 12 4, 3%
Arg (R) 6 2. 2%
Asn (N) 19 6. 8%
Asp (D) 12 4. 3%
Cys (C) 4 1. 4%
Gln (@ 15 h. 4%
Glu (E) b 1. 8%
Gly (G) 23 8. 3%
His ) 6 2.2%
Ile (I) 19 6. 8%
[Leu (L) 43 15. 5%
Lys (K) 11 4. 0%
Met (M) 1 0. 4%
Phe (F) 18 6. 5%
Pro (P) 12 4. 3%
Thr (T) 22 7. 9%
Trp (W) 5 1. 8%
Tyr (Y) 3 1. 1%
Val (V) 9 3. 2%
Pyl (0) 0 0. 0%
Sec () 0 0. 0%

(B) 0 0. 0%

(Z) 0 0. 0%

X 0 0. 0%

Total number of negatively charged residues (Asp + Glu): 17
Total number of positively charged residues (Arg + Lys): 17

Atomic composition:

Carbon C 1369
Hydrogen H 2140
Nitrogen N 308
Oxygen 0 405
Sulfur S 5

Formula: C;zagHz140N355040555
Total number of atoms: 4277

Extinction coefficients:

Extinction coefficients are in units of M ! em !, at 280 nm measured in water.
Ext. coefficient 32220

Abs 0.1% (=1 g/1) 1. 065, assuming all pairs of Cys residues form cystines

Ext. coefficient 31970
Abs 0.1% (=1 g/1) 1. 057, assuming all Cys residues are reduced

Estimated half-life:

The N—terminal of the sequence considered is M (Met)

The estimated half-life is: 30 hours (mammalian reticulocytes, in vitro).
>20 hours (yeast, in vivo)
»10 hours (Escherichia coli, in vivo).

Instability index:
The instability index (II) is computed to be 36. 98
This classifies the protein as stable.

Aliphatic index: 100.68
Crand average of hydropathicity (GRAVY) :0.088


https://web.expasy.org/protparam/
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https://web.expasy.org/protscale/
https://services.healthtech.dtu.dk/services/TMHMM-2.0/
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SignalP 6.0 - DTU Health Tech - Bioinformatic Services

SignalP 6.0 prediction: geneA-CsMRLK
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https://services.healthtech.dtu.dk/services/SignalP-6.0/
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https://zhida.zhihu.com/search?content_id=160527856&content_type=Article&match_order=1&q=SWISS-MODEL&zhida_source=entity
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=. BEARNBEEEM (Post-Translational Modifications, PTMs) Af S FRM
GPS 6.0 - Kinase-specific Phosphorylation Site Prediction
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http://gps.biocuckoo.cn/online.php
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Jiang et al. (2024) Horticulture Research
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Li et al. (2019) BMC Genomics
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