S3 Supporting Information. Telseq recompilation details. 
Genome GC content length and chromosome number setup in TelSeq.
TelSeq performance and telomere length estimation accuracy relies on two constants, i.e. genome length at telomeric GC content (48-52%) and number of chromosomes in a haploid genome. These constants are hard-coded in TelSeq source (telseq.h and telseq.cpp) (Figure S1).
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string FIELD SEP="\:t";
unsigned int GENOME LENGTH AT_TEL GC =
unsigned int READ_LENGTH=100
std::string PATTERN="TTAGGG";
std::string PATTERN_REVCOMP="CCCTAA";
float GC_LOWERBOUND = 0.4;

float GC_UPPERBOUND = 0.
float GC_BINSIZE = 0.02
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438 Hdouble calcTelLength(ScanResults results){
439
440 float acc = 0;

441 © for(std::size_t i=opt::tel k, max = results.telcounts.size(); i !'=max; ++i){
442 acc += results.telcounts[il;

443 }

444
445 float gc_tel = 0;

446 © size t i=0, max = results.gccounts.size(); i !=max; ++i){

447 canParameters: :GC_LOWERBOUND + ScanParameters::GC_BINSIZE*i;

448 ScanParameters: :GC_LOWERBOUND + ScanParameters::GC_BINSIZE* (i+1);

449 © if(gcl >= ScanParameters::GC_TELOMERIC_LOWERBOUND && gc2 <= ScanParameters::GC_TELOMERIC_UPPERBOUND ) {
450 gc_tel += results.gccounts[il;

451 }

452 }

453
454 © if(gc_tel == 0){
455 return -1;
456 }

457
458 return (acc/gc_tel) *float (ScanParameters::GENOME_LENGTH AT _TEL GC)/(46%1000) ;
459 )

460





Figure S3.1. Hard coded constants for genome length with telomeric GC composition in telseq.h (above) and two chromosome ends times the number of chromosomes  in a haploid genome (23) in telseq.cpp (below). 

In order to compute telomere length for single human chromosome 1, we have computed this length of chromosome 1 regions with GC composition equal to 48-52%, using 1000 nt window, and derived a value of 21,722,000 for chromosome 1, instead of 332,720,800 for the total genome. Then we recompiled TelSeq with this new value for GENOME_LENGTH_AT_TEL_GC and 2 instead of 46 for the number of chromosome ends. 
