SUPPLEMENTARY TABLES

Supplementary Table 1 : Banana Hub Systems hosted on the South Green Bioinformatics Platform

System Component Version Language Description References URL
Tripal, Banana genome http://banana-
Musa Hub 2.4 PHP
Gbrowse reference genome.cirad.fr
Generic Model
GNPAnnot Chado 1.2 PostgreSQL Organism database (7 http://www.gmod.org
(GMOD)
Manage user access
PostgreSQL .
Chado 15 Perl rights on feature ( 2) http.//www.gnpannot.org/
. er|
Controller J Annotation inspector content/chado-controller
ava
Annotation history
GMOD Genome http://gnpannot. musagen
GBrowse 24 Perl (3) omics.org/cgi-
Browser .
bin/gbrowse/musa/
Java Web http://www.sanger.ac.uk/r
Artemis 13.2.8 Start Genome Editor (4) esources/software/artemi
2 s/
) Chado front end with http://tripal.sourceforge.n
Tripal php (%)
Drupal CMS et/
Web Portal php Drupal CMS (6) http://www.gnpannot.org/
Protein coding gene
GNPAnnot
C, Perl and repetitive n/a
pipeline
element prediction
REPET Pyth Repetitive element http://urgi.versailles.inra.fr
on
pipeline y prediction /Tools/REPET
Perl,
Javascript Protein clusters
jquery, ing, curated gene http://www.greenphyl.org/
GreenPhyIDB Website 3.0 query o (7, 8) U
Raphael) families, gene trees, cgi-bin/index.cgi
Java applets ortholog predictions
MySQL
Gene trees, homolo
Pipeline 3.0 Perl, java, C 9 (7, 8) n/a
predictions
OryGenesDB Website Perl, Jquery (9, 10) http://orygenesdb.cirad.fr/
http://sniplay.cirad.fr/cqi-
SNiPlay SNP predictions (11) Hpray.crad.redl
bin/home.cgi
ESTtik Website Perl, MySQL  ESTs and RNA-seq (12) http://esttik.cirad.fr/



Pipeline Perl, C

n/a
Molecular markers,
. . http://tropgenedb.cirad.fr/t
TropGENEDB Website Java genetic maps and (13) , ,

ropgene/JSP/index.jsp
genetic resources

http://gohelle.cirad.fr

Galaxy Website 1.2.4 Python Workflow manager (14, 15)

galaxy




Supplementary Table 2 : Cellulose synthase and cellulose synthase-like gene numbers

Arabidopsis Vitis Oryza Sorghum Musa
thaliana vinifera sativa bicolor acuminata
Cellulose synthase (CesA) 10 11 10 10 16
Cellulose synthase-like (Csl)
CslIA 9 4 11 8 14
CsIB 6 7 0 0 0
CsIC 5 5 6 5 12
CsID 6 5 5 5 9
CslE 1 9 3 3 3
CslF 0 0 8 9 0
CsIG 3 15 0 0 4
CslH 0 0 3 3 1
CslJ 0 3 0 1 0




Supplementary Table 3 : Summary of Musa CCD proteins identified by GreenPhylDB and analyzed through the
banana hub. Chloroplat peptides were predicted with TargetP (76).

Family Nearest
Protein Chloro i
Locus tag (Greenphyl . EST reads Genotyped SNP genetic
length peptide
ID) marker
AFFK454ReadsT00082726001
GSMUA_Achr2  GP074574 AFFK454ReadsT00082727001
567 Yes mMaCIR1160
P09410_001 CCDS8 type AFFK454ReadsT00082728001
AFFK454ReadsT00082729001
AFFM454ReadsT00070926001,
GSMUA_Achr2  GP069973
590 Yes AFFM454ReadsT00070925001, mMaCIR1179
P12950_001 NCED
AFFM454ReadsT00070924001
GSMUA_Achr3  GP072303
548 No Around 50 EST reads mMaCIR1387
P29770_001 CCD1 type
GSMUA_Achr4  GP069973
527 Yes 7 EST reads mMaCIR1045
P19020_001 CCD4 type
GSMUA_Achr4  GP069973
602 Yes none mMaCIR1054
P22870_001 NCED
AFFN454ReadsT00031438001
GSMUA_Achr4  GP069973 AFFN454ReadsT00031439001
604 Yes mMaCIR1405
P31460_001 NCED AFFN454ReadsT00031437001
AFFN454ReadsT00031436001
GSMUA_Achr5 GP069973 BESCIRAD13770_5
548 Yes None mMaCIR1072
P02570_001 NCED BESCIRAD13770_3
GSMUA_Achr5 GP069973
596 Yes AFFK454ReadsT00054272001 mMaCIR1588
P15630_001 NCED
GSMUA_Achré  GP074574
557 Yes none mMaCIR1470
P26310_001 CCD8 type
GSMUA_Achré  GP069973
604 Yes AFF1454ReadsT00005131001 mMaCIR0352
P31180_001 NCED
GSMUA_Achr7  GP069973
604 Yes none mMaCIR1230
P01250_001 NCED
GSMUA_Achr8  GP069973
576 Yes none mMaCIR2313
P12840_001 NCED
GSMUA_Achr1  GP003862
615 Yes none mMaCIR1092

1P21000_001

CCD7 type




Supplementary Table 4 : Summary of Musa SPS proteins identified by GreenPhylDB and analyzed through the
banana hub. Chloroplat peptides were predicted with TargetP (76).

Nearest
Family Protein Chloro
Locus tag EST reads Genotyped SNP genetic
(Greenphyl ID) length peptide
marker
GAPR00017878001
GAPR00017879001
GSMUA_Achr9
GP016032 GAPR00017880001 mMeCIR525
P22510_001 1062 No More than 50
SPS Subfamily GAPR00017881001 mMaCl1634
BESCNS1573_5
GAPR00017882001
GAPR00004504001
AFF1454ReadsT00060836001
AFFH454ReadsT00110683001
GSMUA_Achr4 GP016032 1060 N AFFH454ReadsT00110682001 ] mMaCIR1326
o
P06050_001 SPS Subfamily AFF1454ReadsT00060837001 mMaCIR1122
AFFL454ReadsT00055556001
AFF1454ReadsT00060838001
GSMUA_Achr4
GP016032 1083 BESCNS4059_5 mMaCIR1745
P16070_001 No More than 30
SPS Subfamily And 3 others mMaCIR1191
AFF1454ReadsT00000065001
AFF1454ReadsT00000066001
GSMUA_Achr6 GP016032 mMaCIR1653
1044 No AFFN454ReadsT00000024001
mMaCIR1131

P17480_001

SPS Subfamily

AFFL454ReadsT00000034001
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