SUPPLEMENTARY FIGURES

Lv-sh-TPT1-AS1

(magnification 200x).

Supplementary Figure 1. The tumor sections were under H&E staining and IHC staining using antibody against Ki-67
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Supplementary Figure 2. ENCODE data analyzed the histone H3K4m3 modification of TPT1-AS1 promoter region.

www.aging-us.com

AGING



RNA:
RNA-Protein Interaction Prediction (RPISeq)
Dobbs a1 Honavar Laboratories 0G0Y
Input Sequences .
piveres JGCCOUCGGOAGAL )
Datasets AL 5 A JGGCAGAUUUGAGCUUUCUUCUL
Related Links AOTNLA
Reforonces SOPSVFSPL o6
Fundeng 1SEL RAGKLSPLKSKFKTGKL
LINSEL
Contact Us
Links
Dobbs Lab Software RTTKKLSTL LTPPPRL MPPTIPLASPFLPAS 2
TPED e
Bilogy FSPLH LLRAPRF LPSN
SSSELSPL )
S SISVSPLATSAL FPWFT
Inteligence, Leaming & GOTIAVKTK!
Discovery LIKKGRGNLEKTNLOLGPTAPSLEKEKTLCLSTPSSSTVKHSTSSIGSMLAQADKLPMTD
Department of KRVASLLKKAKAQLCKIEKSKSLY s AAARRNANICACOOCAO
Genetics, SALPWEEREKIL
and Cel Biology Intecaction probabilties
PaRAN Prediction using RF classifier 0.5
i . Prediction using SVM classifier 0.96
sm "
a EENERPLEDOL EeN
Cy & CHOCA
e KLFAKGNFCPL SNLPESV Wihat o these probabllities mean?
AYTCVNCTERHPAEWRLALEKELQISLKQVLTALLNSRTTSHLLRYRQAAKPPOLNPETE Intaraction probablities g 1
£ oL TSVLE] predictions “positive.” e, g RNA
X PNAVLPPS and protein are Skely to interact, Using this threshold, accuracies of the classifers ranged from 87 - 0% in
% ~g u HPPTPPILSTORSRED datasets. When classifiers were lested on
s SPEL cL . RPls 9 ranged from 57 - 99%
L
B ROL RRKFLNGL GILNDL
5 SOCEOKL! TOARKR
m GCRPLPSAGSPTPTTHEIVTVGDPLLSSGL SPQRSKL
T GPLNSSTSL
SHL KGEKTKVL LAPOVHN
TTSREL sepHL
EVKTLKL EPGQVTTGEE
GNLKPEFMDEVL] APRK
L KESSPASPL
PVQDRNLML TPLYGY
ASHNLS KIOR
TQGADSLEAQLSSL
KNLLDTYNTELLKSDSDNNNSODCGNILPSOIMOFVLKNTPSIAQAL GESPESSSSELLNL
EGLOL FEVFSQQLP PLELPSOLSVLTTR
QNP Y
GLOVPYS!
QISNAAVQT YVLQTLPNGVT T
NTSVLGPMGGGLTLTTGLNPSLPTSQSLFPSASKGLLPMSKHQHLHSFPAATQSSFPPNI
SNPPSGLLIGVOPPPOPOLLVSESSORTOLSTTVATPSSGLKKRPISRLOTRKNKKLAPS
INFTPSQLPNHPSLLOLGSL
PAPLLPQSVGGTAATAAGT STISQDTSHLTSGSVSGLASSSSVLNVVSMQTTTTPTSSAS
VPGHVTLTNPRLL LIKASQQSLGIQDQPVAL
Tar HVNGLL DSASG
EQNKAL
PKTKRFOLPL TSU
KQLSFAGVNGL
RMLGILHOAVVFLIEQL RKSAFOM
ENFL KK
IHGRGL
v PC
NCGAKKCRKFLN
NA:

Supplementary Figure 3. RNA-Protein Interactuin Prediction (RPISeq) analysis displayed TPT1-AS1 interacting with MLL1.
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Supplementary Figure 4. GESA analysis found that TPT1 expression was positive correlation with focal adhesion and JAK-
STAT signaling pathway.
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Supplementary Figure 5. The correlation between TPT1-AS1 and FAK, JAK1, JAK2 and STAT3 expression were analyzed in 72
CRC tissues.
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