Figure S1. The first discovered motif in the upregulated IncRNA subgroup.
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Figure S2. The second discovered motif in the upregulated IncRNA subgroup.
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Figure S3. The third discovered motif in the upregulated IncRNA subgroup.
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Figure S4. The first discovered motif in the downregulated IncRNA subgroup.




Figure S5. The second discovered motif in the downregulated IncRNA subgroup.
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Figure S6. The third discovered motif in the downregulated IncRNA subgroup.
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Figure S7. Human karyotype in which the percentage of the occurrence of motif 1 in each chromosome is presented.
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Figure S8. Human karyotype in which the percentage of the occurrence of motif 2 in each chromosome is presented.
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Figure S9. Human karyotype in which the percentage of the occurrence of motif 3 in each chromosome is presented.
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Figure S10. Human karyotype in which the percentage of the occurrence of motif 4 in each chromosome is presented.
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Figure S11. Human karyotype in which the percentage of the occurrence of motif 5 in each chromosome is presented.
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Figure S12. Human karyotype in which the percentage of the occurrence of motif 6 in each chromosome is presented.
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Figure S13. Chromosome plot for the 1,000 higher-scored loci of motif 1 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S14. Chromosome plot for the 1,000 higher-scored loci of motif 2 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S15. Chromosome plot for the 1,000 higher-scored loci of motif 3 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S16. Chromosome plot for the 1,000 higher-scored loci of motif 4 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S17. Chromosome plot for the 1,000 higher-scored loci of motif 5 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S18. Chromosome plot for the 1,000 higher-scored loci of motif 6 in the human genome which are presented as red dots
next to the corresponding chromosomal region where they are located.
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Figure S19. Multiple alignment of the sequences of motif 1 with AAVSI site using Clustal Omega (51) visualized with JalView (52)

AVVSY/1.4067 3299 6 CTGGGTTTG GG TCAGG CTGGGTGTGGGGTOACCAGE TTATOCTOTTTGCCCAGGACAG COTAGTTTTAGEGCTGAAACCCTCAGTCCTAGGAAAACAGGGATGOT TGGTCACTOTCTCTOGGTGACTCTTOATTCCCOGCCAGTTTCTCCACCTO6GGCTGTGTTTCTCOTCCTOCATCCTTCTCCAGGCAGS 3402
1

e

CT000TTT000TSA00CTG00TOTO000 TOALCAOLTTATOCTOT TTOCCCACOALADCETAG T 1TAGSOGTOARAC CETEAOT CC TAGGAAAACAOGOATOOT TOOTCACTOTE 101000 TOACTETTOATTCCEAOEEAOTTTCTECAE £T0000CTOTOTTTCTCOTCETOPATECTTCTCEAOOEA00
-

AVVSY14057 33 vc:ccnlcm- . lnol l- l l:l AIDGAGQVQGG'VVA'GAlﬁEA\:'IGGYGAGGE‘GG'AcN:'GGECECA"D';VGEAGEN:AAHGN:1¥A9'GGGYAQGGGGHGGGOGC'AGAO TTCTTAGGGCT T oose
o ccl

Consensus

AVVSY/1.4067 3687 666 CTCCTGGOT TTGAGAGAGGAGGGGCTG06GCCTGOACTCCTOGOTCCOAGOGAGOAGOGGCTGO0GCETGOACTCCTOOOTCTOAGGOTGOAGGOACTO0G00CETGOACTCCTOOGTCCOAGGGAGGAGGGGCTOGGGCETOGACTCOTGOOTCTGAGGGAGGAGGGOTCOO0GOCCTOOACTTCTGO0T 3880

e

000TC0T000T TTOAOAGAGAOD00GT0000GETOOACTGETO00T GTOATOOATOAO000CTO000GETOOACTGE 10007 CTOAGO0TOOA00OAETO0000 5 TOOAGTCET000TTC0AI00A0OA00000 10000 TOOAGTCOT000TCTOAOG0ADOAO000TCO0000CTOOACTT GTO00T
e I ——

AVVSY/1.4067 3381 CTTAGGGAGG C6G0GCTGGGCCTOGACCCCTOGOTCTOAATOGGGAGAGE CTGGGGGCCTOGACTCCTTCATCTGAGGGCOGAAGGGCTGG6GCCTCOCCTCCTO6GTTGAATGGG6AG6GGTTO6GCETGOACT CTOOAGTCCCTOOTOCCCAGGCCTCAGGCATCTTTCACAGGGATGCCTOTAC 087

e

CTTAGGGAGG COGGOCTOOGCCTOOACCCC TORGTCTOAATOOGOAGAC0CTOGG00CCTOOACTCCT TCATCTGAGGOCOOAAGGGC TO0GGCCTOOCETCCTOO0T TOAATO000AG00GTTGO0CETOOACT CTOOAGTCCCTOOTOCCCAGOCCTCAGOCATCTTTCACAGOOATGCE TOTAC

e _________________________________________________________________________________________________________________|



Figure S20. Multiple alignment of the sequences of motif 2 with AAVSI site using Clustal Omega (51) visualized with JalView (52).

AVVS#/1-4067 3105 GCCTGGAACCCCACOAGAGO CCACCECAGCCETOTCTACCAGGCTOACCTTTTO00TOATTCTCETCCAACTOTO000TOACTOCTTO00CAAACTCACTCTTCOG0GTATCCCAGOACHCETOOAGCATTO000TGO0CTOO00TTCAGAGAGGAGGOATTCCCTCCAGOTTACOTOOC CAAGAAGCAGGOOA 3208
MO

Consensus

OOCTOOAACCECACGADAQD C LA EE A SO0 TOTOT ACCAOGCTOACCTTTTO00TOATTCTOOTCCARCTO 10000 TOACTOCT 1000 CAAACTEACTET T L0000 TAT L0CADDAD COTODACCAT 10000 TO00CTO000 TT CAGAC AGGACOGATTC CCTECACOT TACOTO0C CAADAAD SAOGOOA
e I EEEEEEEEEEE—

Avvsy1-4067
Momrt-29

o IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIhIiIIIIIIIII

GETO00TTT000TCAOETO00TOT0000TOACTAOLTTATOCTOTTTOCCCAGOACAO CCTAO TTTTAC COCTOAAACECTEAG T GETAGGAAAACAOGOATOOTTOOT CACTOTCT L1000 TOACTCTTOATTCCCO0CEAG TTTCTGCACETO000ETGTOTTTETCOTEE TOPATEET Too COAGOE+00
e I———_"_—_—

AVVS¥1-4067
MOTF/1-29

o IIIIhIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

TC+C+AAGCATCOCCCCCCTOOCTOT TCCCAAGTTCT TAGGTACCCCACGTGGGTTTATGAACCACT TG0 TGAGGCTGOTACCCTOCCCCCATTCCTOCACCCCAATTOECTTAGTOOCTAGGGGGTTGGGGGCTAGAGT. TTCTTAGGGC Tece0GCCT

e I —

a2

AVVS1-4067 3887 6GGCTCCTGGGTTTGAGAGAGGAGGGGCTG6GGCCTGGACTCETG6GTCCOAGGGAGGAGGGGCTGGGGCCTGGACTCCTGGGTCTGAGGGTGGAGGGACTG6666CCTGOACTCCTGGGTCCOAGGGAGGAGGGGCTCGGGCCTCGACTCGTCOGTCTOAGGGAGGAGGGGTCOGG6GCCTGGACTTCTGGGT 3880
Mon#/1.29

Consensus

GGOCTCCTOGOTTTOAGAGAGGAGGGGCTOGGOCCTGOACTCETGGOTCCOAGGGAGGAGGGOCTOO00CCTOOACTCCTGOOTCTOAGOGTOOAGGOACTOGO0GCCTOGACTCCTOOGTCCOAGGGAGGAGOOGCTOOOGCCTOBACTCO TOOOTCTOAGGOAGOAGOOGTCO06GGCCTGOACTTCTOOOT

AVVS¥1-4067
mF/1-29

CTTAGGGAGGCGGGGCTGO0CCTOOACHCCTG++++ TGAATOGOOAGAGECTGGOGGCC TOGACTCCTTCATCTOAGGGCG0AAGOECTOO6GCCTOGCCTCCTO00T TOAATGO00AGG00TTGO0CCTOOACTCTOGAGTCCCTGOTGCCCAGOCETCAGOCATCTTTCACAGGOATGCCTOTAC

= ______________________________________________________________________|
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Figure S21. Multiple alignment of the sequences of motif 3 with AAVSI site using Clustal Omega (51) visualized with JalView (52).

s

GEETOOAAGE COACOAOAGOE CACCLEAOCCOT0 TCTACCACOETOAG ST TTTGOOTOATTETEET COAACTOTOG00 TOACTOCT 1000 CAAACTCACTETT COOGO TATEEEAOOAOOCOTOOAOCAT 1000010006 TO0G0TT TTAGoT
e I —_—_—————. —

AVVS /14067 3200 6CTGGGTTTGGGTCAGGCTOOGTOTO8GGTOACCAGCTTATOCTOTTTOCCCAGOACAGCCTAGT TTTAGCOCTOAAACCE TCAGTCCTAGGAAAACAGGGATGGTTOGTCACTOTCTCTOO0TOACTCTTOATTCCCO6CCAGTTTCTCCACCTO06GCTOTOTTTCTCOTCCTOCATCCTTCTECAGOCAGS 3402
MomFY1.27

AVs 14067 amsoczmoAAccccAceAuaoccAccccAccccrercuccmauo.«ccrnwocmnrcrc:rccAAcrorcoeorcAcmcrreoecAMcvmcmrcsosaurcccmomeccmomcuwowraoecmsocncAsAomvoesl - TR R KCTENANE 2208
&%

Consensus

GCTGGOTTTG06TCAGGCTGOGTOTOBGGTOACCAGCTTATOCTOTTTOCCCAGOACAGCCTAGT TTTAGCGCTOAAACCE TCAGTCCTAGG AAAACAGOGATOOTTGGTCACTGTCTCTOGGTOACTCTTGATTCCCOOCCAGTTTCTCCACCTOGGGCTOTOTTTCTCOTCCTOCATCCTTCTCCAGGCAGS

s ______________________________________________________________________________________________

AVVS/1.4067 3403 TCCCCAAGCATCOCCECCCTOOCTOTTCCCAAGTTCTTAGGTACCCCACGTOGG TTTATGAACCACTTO0 TGAGECTOOTACCCTOCCCCCATTCCTOCACCCCAATTGCCTTAGTOOCTAGGGGGTTO6GG6CTAGAGTAGGAGGGGCTGGAGCCAGGATTCTTAGGE CTGAACAGASCCOAGCTO66GGCCT 3088

MomFY.27

Consensus

TOCLCARGCATCOC00C00TO00TO TTOCCARGTTET TACO TACCCACOTO00TTTATOARCOACTTO0 TOACOCTO0 TACEETOCUECATTD0TOCACE CAAT TG 00T TACTO0CTACO000 1000000 TAGAG TAOGACO0 O LTOAOLCADOAT T LT TAGO0CTOARCACACCCORCCTO0000CET
e ________________________________________________________________________________________________________________|

AVVSY/1.4067 3087 666CTCCTGGOTTTGAGAGAGGAGGGGCTO06GCCTOGACTCCTO00TCCOAGGOAGGAGGGGCTGG0GCCTOOACTCCTO00TCTGAGOOTOOAGGOACTG006GCCTGOACTCCTO06TCCOAGO6AGGAG6GGCTO6GGCCTGOACTCOTOGOTCTGAGGGAGGAGGG6TCOG660CCTOGACTTCTGO0T 3880
IRy

1.2

G66CTCCTOGOTTTGAGAGAGGAGGGGCTOOGGCCTOGACTCCTO00TCCOAGGOAGGAGGGGCTGOGOCCTGOACTCCTOO0TCTGAGGETOOAGGOACTGG0GGCCTOOACTCCTO0GTCCOAGOOAGGAGE00CTOGGGCCTGOACTCOTOOGTC TGAGGGAGOAGGOGTCO0666CCTOOALTTCTCO0

Oceupancy

AVVSY1.9067 388
MOTFY 1.

Consensus

CTT+GGGAGGC+6+6+T666CCTOOALCCCTGOGTCTOAATOGGGAGAGGCTOGGOGCCTOOACTCCTTCATCTGAGGGCGGAAGOGCTGOOGCCTOGCCTCCTO00T TOAATOGGGAG66GTTGOGCCTOOACTCTGGAGTCCCTOOTOECCAGGCC TCAGOCATCTT TCACAGGGATGCCTOTAC

e



Figure S22. Multiple alignment of the sequences of motif 4 with AAVSI site using Clustal Omega (51) visualized with JalView (52).

AVVS /14067 3208 6CTGGGTTTOGGTCAGGCTO6GTOTGGGGTGACCAGCTTATGCTOTTTGCCCAGGACAGCCTAGT TTTAGCGCTGAAACCCTCAGTCCTAGGAAAACAGGGATGGTTGGTCACTOTCTCTGOGTGACTCTTOATTCCCO6CCAGTTTCTCCACCTO66GCTOTGTTTCTCOTCOTOCATCCTTCTCCAGGCAGS 3402

MOTF/141

GCTOGGTTTG00TCAGGCTOOGTOTO6GGTOACCAGCTTATOCTOTTTGCCCAGGACAGCCTAGT TTTAGCGCTOAAACCCTCAGTCCTAGGAAAACAGGGATOGTTOGTCACTOTCTCTOOGTGACTCTTGATTCCCGGCCAGTTTCTCCACCTO66GCTGTOTTTCTCOTCCTOCATCCTTCTCCAGGCAGS

e I ——

AVVS¥1-4067 3403 TCCCCAAGCATCGCCCCCCTOGCTOTTCCCAAGTTCTTAGGTACCCCACGTGOG TTTATGAACCACTTOGTGAGGCTOOTACCCTGCCCCCATTCCTGCACCC CAATTGCCTTAGTOGCTAGGG6GTTE666GCTAGAGTAGGAGGGGCTGGAGCCAGGATTCTTAGGG CTGAACAGAGCCOAGETGGGGGCCT 3688
/141

Consensus

TCCCCAAGCATCOCCCCCCTOOCTOTTCCCAAGTTCT TAGGTACCCCACGTOGGTTTATGAACCACTTG6 TGAGGCTOOTACCCTOCCCCCATTCCTGCACCCCAATTGCCTTAGTO6CTAGGGGGTTGGGGGCTAGAGTAGGAGGGGCTOGAGCCAGGATTCTTAGGG CTGAACAGAGCCOAGC T6666GCET

e I EEEEEEEEEEEE——

Avvs 14067
MonF/-41

Consensus

GGGCTCCTGOGTTTGAGAGAGGAGGGGCTOOGGCCTOGACTCC T666TCCOAGGGAGGAGGGGCTGOGGCETOOACTCCTOOGTCTGAGGGTGGAGGGACTGOGGGCCTGOACT COTOGGTCCOAGOGAGGAGHGGCT+++GCCTOHA TCOTOGGTC TOAGGGAGGAGGGGTCOGGGGCCTOOACT TGS Ges

087

AVVs1/1-4067 388
wOnF/41 a1

Consensus

CTT+GGGAGGC+6+6+T6GGCCTOOACCCCTOOGTCTOAATOOGGAGAGGCTOGGGGCCTOOACT CCTTCATCTOAGGGCOGAAGGGCTOO0GECTGGCCTCCTOG0TTGAATOOGGAGGGGTTOGOCCTGOACTCTOGAGTCCCTOGTOCCCAGGCE TCAGGCATCTT TCACAGGGATGCCTOTAC

e



Figure S23. Multiple alignment of the sequences of motif 5 with AAVSI site using Clustal Omega (51) visualized with JalView (52).

AVVSY1.4067 2317 GGAGCCATCTCTCTCCTTOCCAGAAC CTCTAAGGTTTGCTTACGAT TGCOTOACCTOCCCOOTTCTCAGTOGCCACCCTOCOCTACCETCTCCCAGAACCTGAGCTOCTCTOACG COGCTGTCTOOTOCOTTTCA 2508

ioresid1
f—

GGAGCCATETOTOTO0TTOC0AGAAC CTCTAAGOTTTOCTTACGATOS Toor g TO00 TOACC 1600060 TTET CAOTOGCCADEOT6 0O CTACEET LT CCOACAACC TOAS E10CTCTOACE CO0OTGTCTO0 1606 TTTEA
|
AWSuLa087 2510 GTGATEETOG TOCTOCAGETTEETTAGAGTT T TEAGAATARGTT] RGO G T O TTCAC ST T TG TAGNEEEEAAT T TAT ATTOTTCCTCC6 TG00 TEAGTTTTACETOTOAOAT v 76 zroz
omsends At B i AN abelboattiiboinsni g i 2

Consensus _ o : T o . . ' e . - - . . B . . T

CTGATCCTGGTGCTGCAGCTTCCTTACACTTCCCAAGAGGAGAAGCAG TTTGGAAAAACAAAAT CAGAATAAGT+GGTCH+GAGTT CoAr++++G+ CTCTTCACCTTTCTAGNCCCCAATTTATATIGTTCCTCCGTGCGTCAGTTTTACE TGTGAGATAAGGCCAGTAGCCACCEECOTCCTGOCAGOGETG

AVVsU1-4067 2703 mwams»ewwvelccsmmsmmnccwlrlm w-cwcnmwcncmcmwcsmvcwccrcn\crcccvncvcnrcvchccArccncrrrccrnwwmcccccmvGcvncmw\w«vnvccrcceccowmnswrcwurcccumvccﬂewﬂ 2895
MOTES/1-41 23 =+ - v nnnmennennnneeeesnnnn s - CHoBCCHAC] O S e O T RS = R B Beeo i e e S 38

TGGTGAGGAGGGGGGTGTCCG TG TOOAAAACTCCC+T+G++ A+ +ATGG TO+GTCCTAGGTOTTCACCAGGTCOTGGCCOCCTCTACTCCCTTTCTCTTTCTCCATCCATCCTTCTTTCCTTAAAGAGCCCCCAGTGCTATCTOOACATATTCCTCCGCCCAGAGCAGGGTCCOCTTCCCTAAGGCCCTOETCT

Occupancy

AVVS 14057 2808 666CTTCTOGOTTTOAGTCETT6CAAGCCCAGGAGAS COCTAGCTTCCCTOTCECEETTCCTCOTCCACCATCTCATOCCCTO0CTCTCCTOCECCTTCETACAGGOGTTCCTOOCTCTOCTCTTCAGACTOAGCCCCOTTCCCETOCATCCCCOTTCCCCTOCATCECCETTCCCCTOCATCECCCAGAGEE 3088

Consensus

GGGCTTCTGOGTTTOAGTCCT T6CAAGCCCAGGAGAG COCTAGCTTCCCTOTCCCCCTTCCTCOTCCACCATCTCATOCCCTGGCTCTCCTGECCCT TCCTACAGGOGTTCCTOOCTCTGCTCT TCAGACTOAGCCCCOTTCCCCTGCATCCCCOTTCCCCTGCATCCCCCTTCCCCTOCATCCCCCAGAGET

Occupancy

avvs 14067
MoTFE/1-41

Consensus

TACTTGGCC TGTCTACCAGGCTGACCTTTTGGGTOATTCTCCTCCAACTOTOGGGTGACTOCT TGGGCAAACTCACTCTTCOGGG TATCCCAGGAGGCCTGOAGCAT 16666 T666CTGGGOT TCAGAGAGGAGGGATTCCCTCCAGGTTACGT

Occupancy

Aavvsy1.4067 3282 ooccAAoAAocAwoercrooorvmsorcAoocmeommosoroAccAocnArocrenTocccAosAcAoccYAeYvruocecrsA.ccYcAschYAosAAAAcAoooAmeYroarcAcwvcrcmeowAcrcneAnccceoccAorncchAccmococYemrncvcovccm 3a74
P R R R S B R e R g SERREE g Sas - EECRCT P

e

GGCCAAGAAGCAGGOGAGCTGGGTTTGOO6TCAGGCTGGGTOTGOGGTGACCAGCTTATGCTGOTTTGCCCAGGACAGCCTAGTTTTAGCGCTGAAACCCTCAGTCCTAGGAAAACAGOGATGGTTGOTCACTGTCT CTGGGTGACTCTTGATTCCCOGCCAGT TTCTCCACCTGGGGCTGTGTTTICTCOTCCTO

Occupancy

AVVSY/1.4067 3475 CATCCTTCTCCAGOCAGOTCCCCAAG CATCOCCCCCCTOOCTOTTCCCAAGTTCTTAGGTACCCCACOTOOOTTTATOAACCACTTOGTOAGGCTOGTACCCTOCCCCCATTCCTOCACCCCAATTOCCTTAGTOOCTAGGO00TTGG060CTAGAG TAGGABGGGCTOOAGC CAGGATTCTTAGGOCTGAAC 3667

Consensus

CATCCTTCTCCAGGCAGGTCCCCAAGCATCOCCCCCETGOCTOTTCCCAAGTTCTTAGGTACCCCACGTGOGTTTATGAACCACTTGOTGAGGCTGGTACCCTOCCCCCATTCCTOCACCCCAATTOCCTTAGTOGCTAGGGGGTTGO6GGCTAGAG TAGOAGGGGCTOGAGE CAGGATTCTTAGGGCTGAAC

Occupancy

AVVS /14067 3068 AGAG CCOAGCTG0060CCTOGOCTCCTOOOTTTOAGAGAGGAGGGOCTGO00CETOOACTCCTOOGTCCOAGG0AGOAG066CTO0G0CCTOOACTCCTO00TCTOAGGOTOGAGGGACTO000GCCTOGACTCCTO0GTCCOAGGGAGGAGO00CTO00GCCTOOACTCOTOO0TCTOAGGOAGGAGGGOTC 3860

Consensus

AGAGCCOAGC T60000CCTOGOCTCCTO00TTTOAGAGAGOAGGOGCTOGG0CCTOOACTCCTOOGTCCGAGGOAG0A06G0CTO0GGCCTOOACTCCTO00TCTOAGGOTO6AGO6ACTO000GCCTOGACTCCTO6GTCCOAGGOAGOAGO0GCTO60GCCTOOACTCOTOO0TCTOAGGOAGOAG6GGTC

Occupancy

AVVSY/1.4067 386166666 CCTOGACTTCTO00TCTTAGGGAGOCGGG0CTGO0CCTOGACCCCTOOOTCTOAATOG0GAGAGGCTO06G6CCTOOACTCCTTCATCTOAGO0CO0AAGG0CTO066CCTOOCCTCCTOOOTTGAATO0G0AG000TTO6GCCTOOACTCTOGAGTCCCTOBTOCCCAGGCCTCAGOCATCTTTCAC 4053

P
e

I I I I T T
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Consensus

AGGGATGCCTGTAC



Figure S24. Multiple alignment of the sequences of motif 6 with AAVSI site using Clustal Omega (51) visualized with JalView (52).

AVVS¥1-4067 1931 6CAGCTCCCCTACCCCCCTTACCTCTCTAGTCTOTOCTAGCTCTTCCAGCCCCCTOTCATGGCATCTTCCAGG6G TCCOAGAGCTCAGCTAGTCTTCTTCCTCCAACECOGGCCCTATOTCCACTTCAGGACAGCATOTTTGCTGCCTCCAGGGATCCTGTOTCCCCOAGCTOGGACCACCTTATATTCCCAG 2123
MonFernae

Consensus

GEAG ETEEEETALCE00LTTACCTOTCTAOTCTO 00 TAGCTETTCCAGEEEEETOTCATOOEATETTEEAO000 TO0OAGAOCTCACCTAG TCTTC TTCCTCEAAGEEO00COETATG TCEACTT CAOOACAOSATOTTTOCTO0CTCCAGGOATOETO 10T EEC0AOETO0OACCACLT TATATT ECOAD
. |

A

i
i :
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Consensus

CTGATCCTGGTGCTGCAGCTTCCTTACACTT T TCAGAATAAGTTGGTCOTGAGTTCTAACTTTGGCTCTTCACCTTTCTAGNCCCCAATTTATATIGTTCCTOCGTGCGTCAGTTTTACCTGTGAGATAAGG CCAGTAGCCACCCCCOTCCTGGCAGGGETG

AVVS¥1-4067 2703 TGO TGAGGAGGG006 TOTCCOTOTOGAAAACTCCCTTTOTOAGAATOGTOCOTCCTAGGTOTTCACCAGGTCOTOOCCOCCTCTACTCCCTTTCTCT TTCTCCATCCATCCTTCTTTCC TTAAAGAGCCCCCAGTOCTATCTOOACATATTCCTCCOCCCAGAGCAGGOTCCOCTTCCCTAAGOCCCTOCTCT 2895
MOTF&/1-34

Consensus

TGGTGAGGAGOGGGGTOTCCOTGTOGAAAACTCCCTT TOTOAGAATOGTOCOTCCTAGG TG TTCACCAGG TCOTOOCCOCCTCTACTCCCTTTCTCT TTCTCCATCCATCCTTCTTTCE T TAAAGAGCCCCCAGTOCTATC TOOACATATTCCTCCOCCCAGAGCAGOGTCEOCTTCCCTAAGGCCCTOCTCT

- |

AVVS¥1-4067 2896 GGG CTTCTGGGTTTGAGTCCTTGCAAGCCCAGGAGAGCOCTAGCTTCCCTOTCCECCTTCCTCOTCCACCATCTCATOCCETGGCT CTCETGECEET TCCTACAGGGGTTCCTGGCTCTGCTCTTCAGACTOAGECCCOTTCCCCTGCATCCCCOTTCCCCTGCATCCCCCTTCCCCTOCATCCECCAGAGEE 3088
MOTFE1-37

Consensus

AVVSY1-4067 3089 TACTTOGCCT TOTCTACCAGGCTOACCTTTTGO0TOATTCTCCTCCAACTOTOGGGTOACTOCTTOO0CAAACTCACTCTTCO0GGTATCCCAGGAGGCCTOOAGCATTO006TG00CTGO00TTCAGAGAGGAGGOATTCECTCCAGOTTACOT 3281

nFe1-30

TACTTO0COT TOTCTACCACOCTOACSTTTTO0GTOATTOTCOTOCAACTOTOGGGTOACTO0T TO0CARACTCACTOTT GOG0 TATCOCAGGAGGOTO0AG CATTO000TGG6CTO000TT CAGAGACOACS GATT 00T COAGOTTACOT
e

AVVS#/1-4067 3282 66.CCAAGAAGCAGGGGAGCTGOGTTTG6GTCAGGCTG0GTOTOGGGTGACCAGCTTATGCTOTTTOCCCAGGACAGCCTAGTTTTAGCGCTGAAACECTCAGTCCTAGGAAAACAGGGATOOTTGOTCACTOTCTCTGGOTGACTCTTGATTCCCO6CCAGTTTCTCCACCTOG6GCTOTOTTTCTCOTCETS 3474
MOTFE1-34

Consensus

GOGGARCAAGEAGOO0AOGTO00TTTO00TCAGOLTO00 T0TO000TOACGAGSTTATOGTOTT TOCCCAGGAGAOCCTAOTTTTAGCOCTOARAGG CTGAO TGGTAD OARRAGAOOA TO0TTOOTCACTOTGTGTO00TOAGTGTTOATT GEEOOCTAOTTT6TGEACCTO000ETOTOTTTCTEOT0T0
s __________________________________________________________________________________________|

Avvsyt-soe7 375 ERTEETEN T
MOTFE/1-34

CATOGTTOTCCAGG0AGGT0GEEAAG CAT COO00000 TO0LTOTTOOCARGTTOTTAGO TACOOGACOTOGOTTTATOAAGSACTT 00 TOAGOCTO0 TACOOTO00C0OATTO0TOOACCCCAATTOECT TAGT6GCTAGGO00T 00000 L+rOAOTACHHO00POTo s ACH0S0GATTCT TACGOETOAAL
el SN

AVVS¥1-4067 3668 AGAG CCOAGCTG6606CCTOGOCTCCTO00TTTOAGAGAGGAGGGGCTGGGGCCTOOACTCCTOGOTCCGAGO6AG0AG0GGCTO00GCCTOGACTCCTOO0TCTOAGGOTO0AGOACTO066GCCTOOACTCCTOGOTCCOAGGOAGGAGGG0CTGO66CETOOACTCOTOGOTCTOAGGGAGGAGGOGTC 3800
MOTFY/1.34

ORG CCOAG CT00000CLTO000TC0TO00TTTOACACACOAGO00CTO000CTOOACTEETOO0TC0OAOODACOAD000CTO000CCTOOACTCCTO00TETOAG 0O TOOAOOAL TO0000CLTOOACT LOTO00T CCOACOOACOACO00CTO0000C TOOACTEOTO0 0T CTOAOOOACOAO000TE
e _______________________________________________________________________________________________________________|

AVVS/1-4067 38816666 GCCTOGACTTC T066TCTTAGGOAGGCG06GCTO6GCCTGOACCCCTOOGTCTOAATO00GAGAGG CTOGGGGCCTGOACTCCTTCATCTOAGGGC00AAG00ETO060CCTOOCCTCCTGO0TTOAATO0G0ACG0GTTO0GCCTO0ACTCTGOAGTCCCTOGTECCCAGGCCTCAGGCATCTTTECAC 4053
MOTFY 134

Consensus

66G6GCCTGGACTTCTO6GTCTTAGGGAGGCEGGGCTGOGCETOOACCCCTOOGTCTGAATO66GAGAGGCTGGG6GCCTGGACTCCTTCATCTGAGGGCGGAAGGGC T66GGCCTGGCCTCCTGG6TTGAATOOGGAGEGGTTOGGECTOGACTCTGOAGTCCCTGOTGCCCAGGCETCAGGCATCTTTCAC

s _____________________________________________________________________________________________________________________|

AVVSV1-4067 4054 AGGOATOCCTOTAC 4007

&1.30

Consensus

AGGGATGCCTOTAC



Figure S25. The biological pathways in which the IncRNAs that contain the motif 1 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https://www.ncbi.nlm.nih.gov/gene/) databases.
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Figure S26. The biological pathways in which the IncRNAs that contain the motif 2 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https://www.ncbi.nlm.nih.gov/gene/) databases.
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Figure S27. The biological pathways in which the IncRNAs that contain the motif 3 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https://www.ncbi.nlm.nih.gov/gene/) databases.
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Figure S28. The biological pathways in which the IncRNAs that contain the motif 4 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https://www.ncbi.nlm.nih.gov/gene/) databases.
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Figure S29. The biological pathways in which the IncRNAs that contain the motif 5 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https:/www.ncbi.nlm.nih.gov/gene/) databases.
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Figure S30. The biological pathways in which the IncRNAs that contain the motif 6 participate and have a regulatory function,
according to GeneCards (https://www.genecards.org/) and NCBI Gene (https://www.ncbi.nlm.nih.gov/gene/) databases.
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