Predicting protein subchloroplast

locations: The 10th anniversary

Jian SUN, Pu-Feng DU

Frontiers of Computer Science, DOI: 10.1007/s11704-020-9507-0


http://journal.hep.com.cn/fcs/EN/10.1007/s11704-020-9507-0

Predicting protein subchloroplast

Review Topic: From Sequences to protein subchloroplast
locations

ldeas: use machine learning algorithms
Various configuration for compartmentalize the chloropalst

Thylakoid
Thylakoid space (lumen) stromal thylakoids
Thylakoid membrane (lamellee or frets)

Chloroplast envelope Granal thylakoids

Outer membrane
Intermembrane space

Inner membrane Stroma

Nucleoid
(DNA rings)

Ribosome
Plastoglobulus

Starch granule



This paper reviewed the progress

Version 2.0

Notice: The SubChlo Service has been updated to SubChlo-GOQ. SubChlo-GO provides more accurate prediction to the protein subchloroplast locations.

Introduction

Step 1. Choose the data transfer method.

Click on the following two options to choose your method for transferring data. The default choice is "Paste FASTA sequences”. Your data must be prepared as FASTA format. If your
data file is not larger than 2MB, you can either paste it directly in the textbox below or upload it as a single whole file. If your data file is larger than 2MB. please click the "Upload FASTA
file”

[ Paste FASTA sequences [Activated] Upload FASTA file [Disabled]

Step 2. Upload data and begin prediction.

Paste your sequence data in FASTA format in the textbox below. When you finished data pasting. click the "submit" button to begin the prediction.

Pasie FASTA sequences here:
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Welcome to the SChloro prediction server

The SChioro is a predictor of protein sub-chloroplastic localization which integrates predicted information about presencefabsence of target specific sorting signals as well as protein-membrane
Chloroplast . outer membrane interaction.

For details see

Savojardo C., Martelli PL., Fariselli P, Casadio R. "SChloro: directing Viridiplantae proteins to six chloroplastic sub-compartments", Bioil ies (2016).

Submit a sequence

To start using SChioro you simply need to paste a FASTA sequence into the text field below and press the "Submit job" button. The server accepts a single FASTA sequence at a time.

FASTA seqUence: |»sp|F4IqVT|SCT2_ARATH (2]
S SQACFFHF SLRP ISLSHP SYAFL SKEDPFLCSQPRKCLT THLNNSRTRQGHS IMNRRHL LIKERK SF S INYSDKFRID SHS SEENHTDALDVEL IPPDSQD IRNSQNSAVSNILQDDRPK SFRNEFLDF VR LS SVLNT AUERFFK SEIRRELFVTAVLLVL
Fill with example €7 | SRVGYFIPLEGFDRRLIPGDYLSFVSGSVEELGEFG AE [KL SLFQLGLSPQTTASTINGVLCHVL P SLYKLRKEGLDGHEK IKSYTVVL SFFFATYEALVVAYTSLAYSVF AATAQVRHVMT SSLLYCG ARTRTVLCD TISESCFGHG SSLITCVG ILTGYTET
LHKNLHQISGSFSHWLPYLLGLLG IF TVVTNE AVYVIEGCRK IKLQYYGFKLASASREG SPTTEVEP Y IPFNINPAGHGP VL T1TYLLAFPSILASILGSPFLLNNKE ILNPESTVG APPYVYYS I TAFFYFLFN IFDIANL PKE TADTLNKNG AR TPHIKPGK &
TIEYLTKIQASTRFYGGLLL SFLATAS TVLDHYLRSINGGF SIGF TSVLIIVG STIELRRSYHAYNVIPSLSKALKRYGY

Submit job




