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Fig.S1 Genomic alignments of mouse-specific IncRNAs through UCSC genome browser. Schematic of
comparative genomic alignments of multiple vertebrates with ten randomly selected mouse-specific
IncRNAs including (A)Gm38195, (B) Gm48223, (C) Gm42653, (D) Gm47649, (E) Gm49507, (F)
Gm42546, (G) Gm48734, (H) Gm48699, (I) Gm37091, and (J) Gm47637. Single line referred to no
base in the aligned species, and double line referred that aligning species had one or more unalignable

bases in the gap region. These results indicated the absence of orthologs for selected IncRNAs in the

human genome.
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Fig.S2 siRNAs designed to target mouse-specific IncRNAs trigger cell death in human cancer cells
specifically but not in mouse cancer cells. (A -H) Percentages of the area covered by living cells in CT26,
HCT116 and DLDI cells treated with siRNAs targeting mouse-specific IncRNA Gm42653, Gm49507,
Gm48734, Gm37091, Gm47649, Gm42546, Gm48699, and Gm47637, respectively. Three independent
perspectives were randomly selected for measurement by using Image J. *p < 0.05, **p < 0.01, ***p <

0.001, ****p < (0.0001, ns, no significant difference. Scale bar, 100pm.
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Fig.S3 Genomic alignments of human-specific IncRNAs through UCSC Genome Browser. Schematic of

comparative genomic alignments of multiple vertebrates with ten randomly selected human-specific
IncRNAs including (A) AC245052.1, (B) AC040169.1, (C) LINC02009, (D) AC120498.8, (E) Z98742.1,
(F) AL442125.2, (G) LINC01683, (H) AC118754.2, (I) LINC02636, and (J) AC005363.2. These results

indicated the absence of orthologs for selected IncRNAs in the mouse genome.
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Fig.S4 siRNAs designed to target human-specific IncRNAs fail to trigger cell death in both mouse and
human cancer cells. (A -H) Percentages of the area covered by living cells of DLD1, B16F10, and CT26
cells treated with siRNAs designed to target human-specific IncRNA LINC02009, Z98742.1,

LINCO01683, LINC02636, AC120498.8, AL442125.2, AC118754.2, and AC005363.2, respectively.
Three independent perspectives were randomly selected for measurement by using Image J. Scale bar,

100pm. *p < 0.05, **p < 0.01, ns, no significant difference.
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Fig.S5 Genomic alignments of rat-specific IncRNAs through UCSC Genome Browser. Schematic of
comparative genomic alignments of multiple vertebrates with ten randomly selected rat-specific
IncRNAs including (A) AABR07067404.1, (B) LOC102551080, (C) AABRO07067405.1, (D)
AC113785.5, (E) AABRO07006197.1, (F) AABRO07048478.1, (G) AABR07051255.1, (H)
AABRO07058280.2, (I) AABR07059158.1, and (J) AABR07056425.1. These results indicated the

absence of orthologs for the selected IncRNAs in both of the mouse and human genome.
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Fig.S6 Genomic alignments of zebrafish-specific IncRNAs through UCSC Genome Browser. Schematic
of comparative genomic alignments of both human and mouse genome with nine randomly selected
zebrafish-specific IncRNAs including (A) BX323557.1, (B) CR381689.1, (C) BX649417.1, (D)
CU896647.1, (E) CABZ01038493.1, (F) FO681323.1, (G) LO018296.2, (H) CUS571161.1, (I)
CR383668.1, and (J) CU104782.1. These results indicated the absence of orthologs for the selected

IncRNAs in both of the mouse and human genome.
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Fig.S7 Utilizing siRNAs to target rat-specific IncRNAs trigger cell death specifically in human cancer
cells but not in mouse cancer cells. (A -H) Percentages of the area covered by living cells in HCT116,

DLD1 and CT26 cells treated with siRNAs designed to target rat-specific IncRNA AABR07067405.1,

AABRO07006197.1,

AABRO07051255.1,

AABRO07059158.1,

ACI113785.5,

AABR07048478.1,

AABRO07058280.2, and AABR07056425.1, respectively. Three independent perspectives were randomly
selected for measurement by using Image J. Scale bar, 100pm. *p < 0.05, **p < 0.01, ***p < 0.001,
****p < 0.0001, ns, no significant difference.
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Fig.S8 Utilizing siRNAs to target zebrafish-specific IncRNAs trigger cell death specifically in human
cancer cells but not in mouse cancer cells. (A -H) Percentages of the area covered by living cells in
HCT116, DLD1 and CT26 cells treated with siRNAs designed to target zebrafish-specific IncRNA
BX649417.1, CABZ01038493.1, LO018296.2, CR383668.1, CU896647.1, FO681323.1, CU571161.1,
and CU104782.1, respectively. Three independent perspectives were randomly selected for measurement
by using Image J. Scale bar, 100um. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001, ns, no
significant difference.



Table S1. Sequences of siRNAs

Name

Sequence

siRNAs designed to target mouse-specific IncRNAs

si-Gm38195-1
si-Gm38195-2
si-Gm38195-3
si-Gm49507-1
si-Gm49507-2
si-Gm49507-3
si-Gm47649-1
si-Gm47649-2
si-Gm47649-3
si-Gm42653-1
si-Gm42653-2
si-Gm42653-3
si-Gm47637-1
si-Gm47637-2
si-Gm47637-3
si-Gm48699-1
si-Gm48699-2
si-Gm48699-3
si-Gm48734-1
si-Gm48734-2
si-Gm48734-3
si-Gm42546-1
si-Gm42546-2
si-Gm42546-3
si-Gm48223-1
si-Gm48223-2
si-Gm48223-3
si-Gm37091-1
si-Gm37091-2
si-Gm37091-3

Sense:5'-CGUUAAGCAACAACAACAACTAT-3'
Sense:5'-GUGAAAGGAUGCACCUAAUITAT-3'
Sense:5'-CACAUAAGCAACUCUCAUAATAT-3'
Sense:5'-CAACAUCUGGUGCCCACAUdTAT-3'
Sense:5'-GACAAACCCUGCAGAAGUUATAT-3'
Sense:5'-GUGACCUGAAGGUAUUGAAdTdT-3'
Sense:5'-CCACUACUGAUUCAUGCAAJdTAT-3'
Sense:5'-CCUGGUAUCAUUCUAGGAAdTAT-3'
Sense:5'-GUGUUGAAGUUUCCCACUAATAT-3'
Sense:5'-GGAGUAACUAUUAGAAGCAdTAT-3'
Sense:5'-GGAUACAGGAGCAGAUAAAATAT-3'
Sense:5'-CUGUAAAGGCAGACAAGAAATAT-3'
Sense:5'-GCAUCAACAACCUCUCUGAATAT-3'
Sense:5'-CCACUAUCCUCUAUACAAAATAT-3'
Sense:5'-CCCAAUAUCCUGCUUCUAUdTAT-3'
Sense:5'-CCAUCAUGACCUCGAUCAAATAT-3'
Sense:5'-GCGACCCUACAAUAAAGAAATAT-3'
Sense:5'-CCAGAUUAUUGGGAACAUAATAT-3'
Sense:5'-GCACUUCUGCUACAUAUGUdTAT-3'
Sense:5'-ACCUCUCUUUCUUUAAGCUdTAT-3'
Sense:5'-GCUAUUCCACUAGCUAUUAJdTAT-3'
Sense:5'-CAAGGUGAAUGCAAAUCUAJdTAT-3'
Sense:5'-GCUCUUAGGUCAUGUAACAATAT-3'
Sense:5'-GACCUAGUCCAGGUAUAUAATAT-3'
Sense:5'-CAAGGAAUGGCUAAUAACUdTAT-3'
Sense:5'-GGUACCCACAAAGCAACUUITAT-3'
Sense:5'-CCAUGCAUCUCUCCAUUCAJTAT-3'
Sense:5'-GACCUAGUCCAGGUAUAUAATAT-3'
Sense:5'-GGCCACCACUUACUAGAUAJdTAT-3'
Sense:5'-GGCUCUGAAAUAGCUUAUUATAT-3'

siRNAs designed to target human-specific IncRNAs

si-LINC02009-1
si-LINC02009-2
si-LINC02009-3
si-298742.1-1
si-298742.1-2
si-298742.1-3
si-AC245052.1-1
si-AC245052.1-2
si-AC245052.1-3

Sense:5'-GAACCUUACACCCACAUAAATAT-3'
Sense:5'-UGGAGCAUUACCUGUCAUUdTAT-3'
Sense:5'-GAGCAGUAGUUUCCCUAUAATAT-3'
Sense:5'-CAGAGACUACACUUUCCAUdTAT-3'
Sense:5'-GGAUCAGGGCAGAAAUAAAATAT-3'
Sense:5'-GGAUACAAUGUCUGAAAGAATAT-3'
Sense:5'-GUCACUAUCUCCUCAGGAAJdTIT-3'
Sense:5'-CAGCGUCCUCCUCUGUAAAJTAT-3'
Sense:5'-GAUUACAGCUCGUGUUCUUdTAT-3'



si-AC120498.8-1
si-AC120498.8-2
si-AC120498.8-3
si-LINC01683-1

si-LINC01683-2

si-LINC01683-3

si-LINC02636-1

si-LINC02636-2

si-LINC02636-3

si-AC118754.2-1
si-AC118754.2-2
si-AC118754.2-3
si-AL442125.2-1
si-AL442125.2-2
si-AL442125.2-3
si-AC040169.1-1
si-AC040169.1-2
si-AC040169.1-3
si-AC005363.2-1
si-AC005363.2-2
si-AC005363.2-3

Sense:5'-AGACGCAGCAGCAAUGAUUdTAT-3'
Sense:5'-GAGUGCUUGAAGGAUCACUdTAT-3'
Sense:5'-GCCUUAAAUUUCCUUCUCUdTAT-3'
Sense:5'-CGAUAUUAAGCACCAUACUdTAT-3'
Sense:5'-GCUUCUUAUACUCCACAUAATAT-3'
Sense:5'-GCAAUCCAAAGUGGACCAAATAT-3'
Sense:5'-CCAGCUUGCUUUGGAACUAJdTAT-3'
Sense:5'-CAAUGCUGCGAUGAAUACAATAT-3'
Sense:5'-GAAUACACCUGUGCAUUCUdTAT-3'
Sense:5'-CGAAUGACAACAUGCUAUAATAT-3'
Sense:5'-CUGGUGACUAACUGGUUUAJTAT-3'
Sense:5'-CUUCGAGAUAUCAUCUGUAJdTAT-3'
Sense:5'-GCAGAAUAUCUGAGCAAAUITAT-3'
Sense:5'-GUAUCAAGAACGUCUGUAAJdTAT-3'
Sense:5'-CGUGAACUGCCCUUAUGGAATAT-3'
Sense:5'-GCCAGGAUCUAGAAAGACUdTAT-3'
Sense:5'-GGCGGUAGCUCGUUAAGAUdTAT-3'
Sense:5'-GUGCGAAACGGAGGACCUUdTAT-3'
Sense:5'-GGCUCUUUGAUACCAGUAUdTAT-3'
Sense:5'-CCGUGCGUAGAGCCGUCAAJdTAT-3'
Sense:5'-GGCUCUUGAUAAAUAACGUdTAT-3'

siRNAs designed to target rat-specific IncRNAs

si-AABR07051255.1-1
si-AABR07051255.1-2
si-AABR07051255.1-3
si-LOC102551080-1

si-LOC102551080-2

si-LOC102551080-3

si-AABR07067404.1-1
si-AABR07067404.1-2
si-AABR07067404.1-3
si-AABR07059158.1-1
si-AABR07059158.1-2
si-AABR07059158.1-3
si-AABR07056425.1-1
si-AABR07056425.1-2
si-AABR07056425.1-3
si-AABR07067405.1-1
si-AABR07067405.1-2
si-AABR07067405.1-3
si-AABR07058280.2-1
si-AABR07058280.2-2
si-AABR07058280.2-3

Sense:5'-GUGAGUCCUUGACCUGUGAJdTdT-3'
Sense:5'-ACAGCCUGUGAGUCCUUGAJTAT-3'
Sense:5'-UCCUUGACCUGUGAUGGCUdTAT-3'
Sense:5'-GUCACAGUGUGACCCAGAAdTAT-3'
Sense:5'-GAGGCCUACCUGGAAAGUUdTAT-3'
Sense:5'-CCUUGACAAGUUUCCUGCAJdTAT-3'
Sense:5'-CUGUGCUAUGCCUCUACAUATAT-3'
Sense:5'-CUACUGCGUAUCCUCUAUAJdTAT-3'
Sense:5'-UGUAUGUUCUCUACAUCUAdTAT-3'
Sense:5'-GGUCACUCAUGGCCAUAAUATAT-3'
Sense:5'-CCAGAGCAUUAGCUUAGGAJTAT-3'
Sense:5'-CUGGAGUAACAGAGACUCAJTAT-3'
Sense:5'-GGUGGUUACUACUGAACAAJTAT-3'
Sense:5'-GGACCUUCGUAACGGAAAAATIT-3'
Sense:5'-CAAGACUGGCAUGGACCUUdTAT-3'
Sense:5'-GGAUACGCAGAGAUGUAGAATAT-3'
Sense:5'-GAGAGAUGUAGAGGAGAUAATAT-3'
Sense:5'-GCAGUAGAUGUAGAGGAUAJTAT-3'
Sense:5'-UGAGAGUCUUACAUAUGGAATAT-3'
Sense:5'-UCAGGGAUCACAAUCUAUAATAT-3'
Sense:5'-GAGACUACAGCUACACUGAJdTAT-3'



si-AC113785.5-1
si-AC113785.5-2
si-AC113785.5-3
si-AABR07006197.1-1
si-AABR07006197.1-2
si-AABR07006197.1-3
si-AABR07048478.1-1
si-AABR07048478.1-2
si-AABR07048478.1-3

Sense:5'-GUUGGGAGACCUUUAAUGAdTAT-3'
Sense:5'-GAGUAAUUGUGGCUUCGUAJdTdT-3'
Sense:5'-GUCCAUUUCCUGAAGAUUUdTAT-3'
Sense:5'-ACAUCCAUAUACCUGGCGAJdTAT-3'
Sense:5'-GGAAAUUUGAAGUGUUCGUdTAT-3'
Sense:5'-GAAUUCGGAGAGAGGGUUAJdTAT-3'
Sense:5'-CCCAUGGUUCUCUCACUAUdTAT-3'
Sense:5'-CUAUCUCCCACCUUAAUCUdTAT-3'
Sense:5'-CCACCUUAAUCUCUGCCCAdTdT-3'

siRNAs designed to target zebrafish-specific IncRNAs

si-BX323557.1-1
si-BX323557.1-2
si-BX323557.1-3
si-CR383668.1-1
si-CR383668.1-2
si-CR383668.1-3
si-CU571161.1-1
si-CU571161.1-2
si-CU571161.1-3
si-CU104782.1-1
si-CU104782.1-2
si-CU104782.1-3
si-BX649417.1-1
si-BX649417.1-2
si-BX649417.1-3
si-CU896647.1-1
si-CU896647.1-2
si-CU896647.1-3
si-CR381689.1-1
si-CR381689.1-2
si-CR381689.1-3
si-CABZ01038493.1-1
si-CABZ01038493.1-2
si-CABZ01038493.1-3
si-FO681323.1-1
si-FO681323.1-2
si-FO681323.1-3
si-L0O018296.2-1
si-L0O018296.2-2
si-L0O018296.2-3

Sense:5'-CGUCAGUAAUGUCAAACAAATAT-3'
Sense:5'-CACGCCAUUUACCGCCAAAATAT-3'
Sense:5'-UGAAUUCACAUCCACAAAAATAT-3'
Sense:5'-GGACGUAGCUAGCAAAAGUITAT-3'
Sense:5'-CUGGUGUUUCACUCUCCUAJdTAT-3'
Sense:5'-CCUAAGGUGUAAGCUAUAAATAT-3'
Sense:5'-AGUGCAUCCAGGUGGUUAUdTAT-3'
Sense:5'-CUGUCAGCUUUGCAUUUAAATAT-3'
Sense:5'-GCAGAAUAAAACCAUUCAGATAT-3'
Sense:5'-CAUCCUGAAGACGAAUGAAATAT-3'
Sense:5'-GCAUUACAAGCGGAUAUAAATAT-3'
Sense:5'-GCAACAACAACUGCAAACUITAT-3'
Sense:5'-GGCAAUGAAGAGUCCUAUAJATAT-3'
Sense:5'-CAACCAGUCUUCACGACAUdTAT-3'
Sense:5'-GCUGUAAGCUCUAUUCAAAATAT-3'
Sense:5'-CAUUACGUGUGCAUGACGUdTdT-3'
Sense:5'-UGCAUGACGUGUGGCCAUUdTAT-3'
Sense:5'-CGAUCAUUACUCUAACGUUdTAT-3'
Sense:5'-CUACGUCAGGGAAGGAGAAdTAT-3'
Sense:5'-CGUCAGGGAAGGAGAAAGAdTAT-3'
Sense:5'-GGAGAAAGAAUUGCAUGAAdTAT-3'
Sense:5'-GUCAUCUCAAGCCAACAAUITAT-3'
Sense:5'-AUGUAUCAGCCUCCUUAUAJTAT-3'
Sense:5'-GCAACAACUCAAUGCAACAATAT-3'
Sense:5'-CACAUUUAGACUCUGCAAAJTAT-3'
Sense:5'-GCUAGAAUCUUCCAUUUCAJdTAT-3'
Sense:5'-CAUCCAAUUUACUUACAGUATAT-3'
Sense:5'-UGUUGAGUUGCUUCGUUAAJTAT-3'
Sense:5'-CUACAUUGGGCAUUUAUAAJTAT-3'
Sense:5'-GUCAUCUUAUGGUGAUAGAATAT-3'

Table S2. Primer pairs of candidate genes for real-time PCR.

Gene Forward primer (5°-3”)

Reverse primer (5°-3”)




IFN-a GCCTCGCCCTTTGCTTTACT CTGTGGGTCTCAGGGAGATCA
IFN-B ATGACCAACAAGTGTCTCCTCC GGAATCCAAGCAAGTTGTAGCTC
IL-6 ACTCACCTCTTCAGAACGAATTG CCATCTTTGGAAGGTTCAGGTTG
GAPDH GACTCATGACCACAGTCCATGC AGAGGCAGGGATGATGTTCTG




