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Table S4: Inter-species and inter-generic transferability of the new EST-SSRs and genomic SSR markers 

Species 
Coffea spp. Psilanthus spp. 

A
ve

ra
ge

 A
ve

ra
ge

 C
ta

xa
 

fo
r 

al
l c

of
fe

es
 Erythrocoffea Mozamicoffea Melanocoffea Pachycoffea 

A
ve

ra
ge

 C
ta

xa
 

(C
of

fe
a)

 

Paracoffea 

A
ve

ra
ge

 C
ta

xa
 

(P
sil

an
th

us
) 

Primer name 

C
. a

ra
ic

a 

C
. c

on
ge

ns
is

 

A
ve

ra
ge

 C
ta

xa
 

C
. e

ug
en

io
id

es
 

C
. k

ap
ak

at
a 

C
. r

ac
em

os
a 

C
. s

al
av

at
ri

x 

A
ve

ra
ge

 C
ta

xa
 

C
. s

te
no

ph
yl

la
 

C
. e

xc
el

sa
 

C
. l

ie
ri

ca
 

C
. a

eo
ku

ta
e 

C
. d

ew
ev

re
i 

C
. a

rn
ol

di
an

a 

C
. a

ru
w

em
ie

ns
is

 

A
ve

ra
ge

 C
ta

xa
 

P.
 e

ng
al

en
si

s 

P.
 w

ig
ht

ia
na

 

a. EST-SSRs (in-silico EST database) 

All the CCESSRs 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 
1.00(Ctaxa-

mark)/1.00 (Cmark-

taxa) 
b. genomic-SSRs (SSR enrichment approach) 

CCRM06, CCRM14, 
CCRM16, CCRM17, 
CCRM19, CCRM21, 
CCRM23, CCRM24, 
CCRM28, CCRM31, 
CCRM33 to CCRM38, 
CCRM40, CCRM42, 
CCRM45 

+ + 1.00 + + + + 1.00 + + + + + + + 1.00 1.00 + + 1.00 1.00 

CCRM02 + + 1.00 + + + + 1.00 + + + + + - + 0.83 0.85 + + 1.00 0.87 

CCRM07 + - 0.50 + + + + 1.00 + + + + + - + 0.83 0.77 + + 1.00 0.80 

CCRM10 + + 1.00 + + + + 1.00 + + + + + + + 1.00 0.92 - - 0.00 0.80 

CCRM15 + + 1.00 - + - + 0.50 - - + + + + - 0.67 0.69 - - 0.00 0.60 

CCRM22 + + 1.00 + + + - 0.75 + + + + + + - 0.83 0.77 + + 1.00 0.80 
CCRM41 + + 1.00 + - + + 0.75 - + + - + + + 0.83 0.85 + + 1.00 0.87 

Average Tmark 1.00 0.96 0.98 0.96 0.96 0.96 0.96 0.96 0.92 0.96 1.00 0.96 1.00 0.92 0.92 0.96 0.96 0.92 0.92 0.92 
0.95(Ctaxa-

mark)/0.94 (Cmark-

taxa) 

+/-: Indicates 'amplification'/'No amplification' and are given a weightage of 1 and 0 for transferability/conservation calculations respectively; Tmark: 
Marker transferability over all the taxa; Ctaxa: Marker conservation over all the taxa; Tmark-taxa: Marker transferability of all the markers over all the 
taxa; Ctaxa-mark: Primer conservation across all the taxa over all the markers. 


