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Supplementary Figure: S3
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Supplementary Figure: S11
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Supplementary Figure: S12
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Supplementary Figure: S13

MS/MS spectrum of the phosphor-peptide D, ;LKPENLLFKDNSLDAPVK;; to determine pS160
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Supplementary Figure: S14

1 51 101 151 201 251 301 351 401 451
MKS5-
Control
Sequence | Modiication List |
1 11 21 31 41 51 61 71 21 51
Modifications 1 c ooC P P PP
Q8TWM1 MSEESDMDKR IKETSILEEY SINWTQKLCR CISGPVRVCY KKSTQERFAL KILLDRPKAR NEVRLIMMCR THPNIVQITE VFRANSVQFPH ESSPRARLLI
Modi fications 101 0 00 c c o
Q8TvM1 VMEMMEGCCEL FHRISQHRHF TEKQASQVTK QIALALRHCH LLNIRAMRDLK PENLLFEKDNS LDAPVKLCDF GFAKIDQGDL MTPQETPYYV APQVLERQRR
Modifications 201 PP P PPP op P 0
Q8TW41 HQKEKSGIIP TSPTPYTYNK SCDLWSLGVI IYVMLCGYPP FYSKHHSRTI PEKDMRRKIMT GSFEFPEEEW SQISEMAKDV VRKLLKVKPE ERLTIEGYLD
Modifications 301 00 [}
Q8IWM1 HPWLNSTEAL DNVLPSRQLM MDKAVVAGIQ QRAMAEQLANM RIQDLKVSLK PLHSYVNNPIL RKPKLLGTEKP KDSYYINDHE NGREDSNVAL EKLRDVIAQC
Modi fications 401 0 PPP P
QsIW4 1L ILPQACKGEN EDEKLNEVMO ERWKYNRECK LLRDTLOSFS WNGRGETDKY DRLEKLAEIVEK QVIEEQTTSH ESQ
New phosphorylated sites detected in MK5-plus sample are marked with red circles.
1 51 101 151 201 251 301 351 401 451
MK5+TLK1B

Sequence | Modiication List |

1 11 21 31 41 51 61 n 81 91
Modifications 1 c ooc P PP
Qerwal MSEESDMDKR IKETSILEEY SINWIQKLGR GISGPVRVCY KKSTQERFAL KILLDRPEAR NEVRLHXQMCR THPNIVQIIE VFANSVQFPH ESSPRAPLLI
Modifications 101 0 00 c c 0
Qa1 VMEMMEGGEL FHRISQHRHF TEKQASQUTK QIALALRHCH LLNIRMRDLK PEN] K1 JDAPVEKLCDF GFAKIDQGDL MTPQETPYYV RPQVLERQRR
Modifications 201 PP P PPP or p o
Q8IwM1 HQKEKSGIIP TSPTPYTYNK SCDLWSLGVI IYVMLCGYPP FYSKHHSRTI PKDMRRKIMT GSFEFPEEEW SQISEMAKDV VRKLLKVKPE ERLTIEGVLD
Modi fications 301 00 0
QsIwM1l HPWLNSTEAL DNVLPSRQLM MDKAVVAGIQ QRMAEQLRANM RIQDL! p INPIL RKRKLLGTKP KDSVYIHDHE \ EKLRDVIAQC
Modi fications 401 0 PPP 4

QeIwa1 ILPQAGKGEN EDEKLNEVMQ ERWKYNRECK LLRDTLQSFS WNGRGETDKY DRLKLAEIVEK QVIEEQTTSH ESQ




Supplementary Figure: S15
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Supplementary Figure: S16
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Supplementary Figure: S17
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Supplementary Figure: S17 (continued)
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Supplementary Figure: S18

Effect of TLK1 expression level & Gleason score on PRAD patient survival
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