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SUPPLEMENTARY TABLES 
 
 

Sample ID# 
Sex (M, 

F) 

Age at 

diagnosis 

(yr) 

Glioma Subtype (original path) 

Interval 
diagnosis 

to LP 
(days) 

# prior 
tumor 

resections 

Prior 
RT 

(0=no, 
1=yes) 

Lines of 
Prior 

Systemic 
therapy 

Patient--01 M 36 OD, IDH-mutant and 1p/19q-codeleted 5745 3 1 5 

Patient--02 M 33 AO, IDH-mutant and 1p/19q-codeleted 3876 2 1 5 

Patient--03 M 31 AO, IDH-mutant and 1p/19q-codeleted 2038 3 1 3 

Patient--04 M 30 Astrocytoma, IDH-mutant 1911 2 1 2 

Patient--05 M 31 AA, IDH-mutant 828 1 1 3 

Patient--06 F 38 AA, IDH-mutant 172 2 1 0 

Patient--07 F 28 AA, IDH-mutant 2167 4 1 5 

Patient--08 M 26 Astrocytoma, IDH-wildtype 1749 4 1 5 

Patient--09 M 51 AA, IDH-wildtype 273 2 1 2 

Patient--10 M 40 AA, IDH-wildtype 350 1 1 1 

Patient--11 M 29 GBM, IDH-mutant 176 1 1 1 

Patient--12 M 22 GBM, IDH-wildtype 389 2 1 4 

Patient--13 F 26 GBM, IDH-wildtype 392 1 1 1 

Patient--14 M 54 GBM, IDH-wildtype 277 1 1 2 

Patient--15 M 59 GBM, IDH-wildtype 82 1 1 0 

Patient--16 M 23 GBM, IDH-wildtype 334 1 1 2 

Patient--17 M 66 GBM, IDH-wildtype 272 2 1 2 

Patient--18 M 33 GBM, IDH-wildtype 1014 3 1 3 

Patient--19 F 72 GBM, IDH-wildtype 189 1 1 2 

Patient--20 M 47 GBM, IDH-wildtype 373 2 1 3 

Patient--21 M 42 GBM, IDH-wildtype 466 2 1 3 

Patient--22 M 75 GBM, IDH-wildtype 336 1 1 1 
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Patient--23 M 27 GBM, IDH-wildtype 611 1 1 2 

Patient--24 F 60 GBM, IDH-wildtype 502 2 1 3 

Patient--25 M 54 GBM, IDH-wildtype 528 1 1 2 

Patient--26 M 69 GBM, IDH-wildtype 528 2 1 2 

Patient--27 M 41 GBM, IDH-wildtype 460 1 1 3 

Patient--28 M 50 GBM, IDH-wildtype 1279 4 1 5 

Patient--29 F 77 GBM, IDH-wildtype 62 1 1 1 

Patient--30 M 49 GBM, IDH-wildtype 1025 1 1 1 

Patient--31 F 43 OD, IDH-mutant and 1p/19q-codeleted 4776 5 1 2 

Patient--32 M 47 OD, IDH-mutant and 1p/19q-codeleted 4803 2 1 2 

Patient--33 M 38 AA, IDH-mutant 1395 2 1 2 

Patient--34 F 31 AA, IDH-mutant 1685 3 1 3 

Patient--35 F 61 GBM, IDH-wildtype 671 2 1 3 

Patient--36 M 56 GBM, IDH-wildtype 834 2 1 4 

Patient--37 F 53 GBM, IDH-wildtype 263 1 1 1 

Patient--38 F 64 GBM, IDH-wildtype 163 1 1 1 

Patient--39 M 68 GBM, IDH-wildtype 77 1 1 1 

Patient--40 M 65 GBM, IDH-wildtype 146 1 1 1 

Patient--41 F 34 AA, IDH-wildtype (Spinal cord) 234 1 1 2 

Patient--42 M 59 GBM, IDH-wildtype 101 1 1 1 

Patient--43 M 56 OD, IDH-mutant and 1p/19q-codeleted 3296 2 1 1 

Patient--44 F 64 GBM, IDH-wildtype 801 2 1 3 

Patient--45 M 42 GBM, IDH-wildtype 485 1 1 4 

Patient--46 F 67 GBM, IDH-wildtype 487 1 1 1 

Patient--47 F 27 Astrocytoma, IDH-mutant 2969 2 1 3 

Patient--48 M 57 GBM, IDH-wildtype 279 1 1 1 
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Patient--49 M 41 AA, IDH-wildtype 379 1 1 1 

Patient--50 M 32 OD, IDH-mutant and 1p/19q-codeleted 7351 2 1 2 

Patient--51 F 53 AA, IDH-mutant 548 2 1 3 

Patient--52 F 45 GBM, IDH-wildtype 296 1 1 2 

Patient--53 M 31 Astrocytoma, IDH-mutant 2195 3 0 2 

Patient--54 F 68 GBM, IDH-mutant 621 1 1 1 

Patient--55 M 78 GBM, IDH-wildtype 102 1 1 1 

Patient--56 F 55 Astrocytoma, NOS 3738 1 1 1 

Patient--57 M 71 GBM, IDH-wildtype 1606 2 1 2 

Patient--58 M 65 GBM, IDH-wildtype 165 1 1 1 

Patient--59 F 38 OD, NOS 3032 2 1 4 

Patient--60 F 45 AO, IDH-mutant and 1p/19q-codeleted 1710 1 1 3 

Patient--61 M 62 GBM, IDH-wildtype 1020 2 1 5 

Patient--62 F 39 OD, NOS 9122 2 1 1 

Patient--63 F 44 GBM, IDH-wildtype 263 1 1 2 

Patient--64 M 51 AA, IDH-wildtype 1076 1 1 2 

Patient--65 F 57 AA, IDH-wildtype 824 2 1 3 

Patient--66 F 57 AA, IDH-wildtype 436 2 1 3 

Patient--67 M 64 GBM, IDH-wildtype 914 1 1 5 

Patient--68 M 59 GBM, IDH-wildtype 383 2 1 3 

Patient--69 M 54 GBM, IDH-wildtype 209 1 1 0 

Patient--70 M 90 GBM, IDH-wildtype 296 1 1 2 

Patient--71 F 72 AA, IDH-wildtype 2982 3 1 4 

Patient--72 F 44 AA, IDH-mutant 1052 1 1 2 

Patient--73 M 69 GBM, IDH-wildtype 112 1 1 1 

Patient--74 F 22 AA, IDH-wildtype 79 1 1 1 



 4 

Patient--75 M 47 GBM, IDH-wildtype 204 3 1 1 

Patient--76 M 35 AA, IDH-mutant 1088 1 1 1 

Patient--77 F 44 GBM, IDH-wildtype 123 1 1 2 

Patient--78 F 43 AA, IDH-mutant 401 1 1 1 

Patient--79 F 79 AA, IDH-wildtype 591 3 1 2 

Patient--80 M 39 GBM, IDH-wildtype 410 1 1 3 

Patient--81 M 74 AA, IDH-wildtype 510 1 1 1 

Patient--82 M 35 AA, IDH-mutant 63 1 1 1 

Patient--83 M 44 AO, IDH-mutant and 1p/19q-codeleted 7669 4 1 3 

Patient--84 M 26 AA, IDH-mutant 2116 1 1 0 

Patient--85 M 29 OD, IDH-mutant and 1p/19q-codeleted 4406 5 1 1 

 
 
Supplementary Information Table 1. Demographic data for all patients included in our glioma cohort (N=85). 
OD=oligodendroglioma; AO=anaplastic oligodendroglioma; AA=anaplastic astrocytoma; GBM=glioblastoma 
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Sample 
ID# 

Vital 
Status 

(0=alive, 
1=dead) 

Survival 
from CSF 

collection to 
Death/LFU 

Tumor 
volume 
(initial 
Preop) 
(cm3) 

Tumor 
volume 
(initial 
Postop) 
(cm3) 

% extent 
of 

resection 

Tumor burden @ 
LP (mm2) 

IDH 
status 

CSF ctDNA  
status 

 02 0 774 28.6 0 100% 1371.6 mutant positive 

 03 1 812 113 21.9 81% 0.0 mutant positive 

 05 1 192 73.5 58.3 21% 10322.6 mutant positive 

 06 0 781 11.5 1.5 87% 730.8 mutant positive 

 07 1 141 90.9 0 100% 1728.5 mutant positive 

 10 1 71 1.4 0 100% 404.2 WT positive 

 11 1 945 30.7 3.8 88% 676.9 mutant positive 

 12 1 56 25.7 10.5 59% 870.0 WT positive 

 15 1 255 68 67.3 1% 3648.9 WT positive 

 16 1 64 7.4 1.3 82% 498.5 WT positive 

 17 1 47 69.4 3.1 96% 4031.8 WT positive 

 18 1 311 3 0 100% 452.1 WT positive 

 19 1 115 26.2 17 35% 1817.1 WT positive 

 20 1 26 104 9.1 91% 1318.1 WT positive 

 21 1 30 15.6 0.4 97% 8001.1 WT positive 

 22 1 60 98.8 19.3 80% 1928.08 WT positive 

 23 1 555 53.3 17.9 66% 822.3 WT positive 

 24 1 17 19.7 0 100% 649.2 WT positive 

 25 1 44 65 6.4 90% 2511.0 WT positive 

 26 1 80 44.8 7.5 83% 1238.3 WT positive 

 27 1 115 3.1 0 100% 2527.8 WT positive 

 28 1 102 7.3 0 100% 1582.7 WT positive 

 29 1 150 79.3 4.2 95% 2306.4 WT positive 

 30 1 119 0.9 0 100% 2831.8 WT positive 
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 33 1 96 59.7 0 100% 932.5 mutant positive 

 35 1 26 45.8 7.6 83% 2447 WT positive 

 36 1 22 89.4 3.5 96% 982.6 WT positive 

 37 1 14 0.5 0 100% 104.9 WT positive 

 38 1 131 69.8 0.8 99% 369.9 WT positive 

 39 1 16 85.9 45.9 47% 6941.8 WT positive 

 40 1 21 84.4 14.8 82% 1825.2 WT positive 

 41 1 235 5 4.8 4% 0.0 WT positive 

 42 1 30 57.3 32.3 44% 2564.6 WT positive 

 43 0 1130 23.9 20 16% 0.0 mutant negative 

 44 1 938 7.9 0 100% 250.9 WT negative 

 45 1 377 20 0 100% 284.0 WT negative 

 46 0 1265 104 0 100% 992.6 WT negative 

 49 1 613 90.7 90.1 1% 4501.8 WT negative 

 52 1 169 25.7 25.4 1% 1339.9 WT negative 

 53 0 655 9.9 0 100% 1256.6 mutant negative 

 54 0 954 82.8 0 100% 192.2 mutant negative 

 55 1 65 67.1 12.7 81% 1566.7 WT negative 

 58 1 219 44.8 33.2 26% 588.1 WT negative 

 60 0 850 77.2 0 100% 1019.5 mutant negative 

 61 1 263 20.4 0 100% 184.1 WT negative 

 63 1 51 20.3 0 100% 341.4 WT negative 

 64 1 101 5.1 0 100% 1128.1 WT negative 

 65 1 194 36.9 36.5 1% 1888.1 WT negative 

 66 1 216 24.5 24.3 1% 1392.9 WT negative 

 67 1 49 6.1 5.6 8% 915.8 WT negative 

 68 1 313 2.8 0 100% 0.0 WT negative 

 69 1 256 7.3 0 100% 202.0 WT negative 
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 70 1 328 17.5 0 100% 288.0 WT negative 

 73 1 496 11.8 0 100% 0.0 WT negative 

 74 1 619 7.39 7.39 0% 370.6 WT negative 

 75 0 734 25.4 22.9 10% 0.0 WT negative 

 76 0 717 40.1 13.9 65% 413.4 mutant negative 

 77 1 430 40.2 3.6 91% 487.2 WT negative 

 78 0 630 77 0 100% 373.4 mutant negative 

 80 1 289 14.6 14.4 1% 950.2 WT negative 

 81 0 255 587 575.8 2% 0.0 WT negative 

 82 0 597 81.2 0 100% 443.9 mutant negative 

 84 0 1178 61.9 0 100% 0.0 mutant negative 

 

 

Supplementary Information Table 2.  Source data for multivariate model for overall survival (see Extended 
Data Fig. 5) from the time of CSF collection. LP=Lumbar Puncture CSF=Cerebral Spinal Fluid. 
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Supplementary Information Table 3. Comparison of CSF and plasma cfDNA for 19 patients. 211/896 of 
the mutations previously detected in CSF ctDNA from these 19 patients were contained within the targets of a 
custom high-sensitivity capture-based plasma NGS assay. cfDNA samples were sequenced to an average raw 
sequence coverage of >18,000x (range 9676x-32194x raw sequencing coverage not shown) and collapsed using 
unique molecular indexes (UMIs) to create consensus sequences representing individual DNA molecules. The 
average unique sequence coverage after collapsing is shown. Mutations from the CSF were considered to be 
present in the plasma if they were detected in two or more independent cfDNA molecules, or approximately 
0.2% mutant allele fraction. 
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Supplementary Information Table 4. Sequence variants detected in plasma cfDNA using a high-
sensitivity capture-based NGS assay. Allele counts represent individual distinct cfDNA molecules after UMI-
based collapsing. 



 10 

Supplementary Information Table 5. Matched pair analysis complete mutation list (see excel file for 
table). SNVs detected in tumor and CSF from 36 glioma patients with positive CSF ctDNA and available tumor 
tissue for comparison. 

 


	Supplementary Information Table 3. Comparison of CSF and plasma cfDNA for 19 patients. 211/896 of the mutations previously detected in CSF ctDNA from these 19 patients were contained within the targets of a custom high-sensitivity capture-based plasma...

