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Table S1. Contents of the single-cell cDNA library. Sixty clones randomly selected from the
293T single-cell cDNA library amplified using chum-RNA were subjected to a homology search
using the BLASTN algorithm (http://www.ncbi.nlm.nih.gov). Of 60 clones analyzed, 23 were found
to harbor cDNA inserts longer than 100 bp. Among them, 14 clones (s293T-1 to -14) included
distinct human cDNA.

Name Accession#  Description
s293T-1 NM_021103 Thymosin, beta 10 (TMSB10)
$293T-2 NM_021104 Ribosomal protein L41 (RPL41)
s293T-3 NM_170784 McKusick-Kaufman syndrome (MKKS), transcript variant
2
s293T-4 NM_001009 Ribosomal protein S5 (RPS5)
s293T-5 BC007845 Lysosomal-associated membrane protein 1
(IMAGE:4128923)
s293T-6 NM 001042465 Prosaposin (PSAP)
S293T-7 NM_079423 Myosin light polypeptide 6 (MYLG6)
s293T-8 NM_002291 Laminin, beta 1 (LAMB1)
s293T-9 NM_007173 Protease, serine, 23 (PRSS23)
s$293T-10 NM_032937 Chromosome 9 open reading frame 37 (C9orf37)
s$293T-11 NM_003757 Eukaryotic translation initiation factor 3, subunit 2 beta
(EIF3S2)
s293T-12 NM_002018 Flightless | homolog (Drosophila) (FLII)
s293T-13 NM_003589 Cullin 4A (CUL4A)
s293T-14 NM_018462 Chromosome 3 open reading frame 10 (C30rf10)


http://www.ncbi.nlm.nih.gov/

Table S2. Contents of the million-cell cDNA library. Ten clones randomly selected from the
293T million-cell cDNA library (unamplified) were subjected to a homology search using the
BLASTN algorithm (http://www.ncbi.nlm.nih.gov). Of the 10 clones analyzed, 9 harbored distinct
human cDNA inserts longer than 100 bp.

Name Accession # Description
m293T-1 NM_013986 Ewing sarcoma breakpoint region 1 (EWSR1)
m293T-2 NM_005520 Heterogeneous nuclear ribonucleoprotein H1 (HNRPHL1)
m293T-3 NM_001757 Carbonyl reductase 1 (CBR1)
m293T-4 BC052958 Phosphoserine phosphatase
m293T-5 NM_025075 THO complex 7 homolog (Drosophila) (THOC?7)
m293T-6 NM_182491 Zinc finger, AN1-type domain 2A (ZFAND2A)
m293T-7 NM_003072 SWI/SNF related, matrix associated, actin dependent regulator of
chromatin, subfamily a, member 4 (SMARCA4)
m293T-8 NM_002137 Heterogeneous nuclear ribonucleoprotein A2/B1 (HNRPA2B1)
m293T-9 NM_001016 Ribosomal protein S12 (RPS12)



http://www.ncbi.nlm.nih.gov/
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